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HIV-1/SIVcpz
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TCF- lal pha %
B_FR. HXB2 AGAGTGGAGGTTTGACAGCOGOCTAGCATTT. . CATCACATGGCOCGAGAGCTGCATCOGGAGTACTTC, - ... .. ARGAACT. T GCT. .o GACATCGAGCTTGCT. A 346
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TATA Box Pol y- A si gnal

GCTT. . . AAGCCTCAATA. .. AAGCTT 536

|-> +1 nRNA start site
5 LTR U3 end \/ 5 LTR R repeat begin
CTCAGATCCTGCATATAAGCAGCTGCTTTTTGCCTGTACTGGGTCTCTCTGGT TAGACCAGAT CTGAGCCTGGBGAGCTCTCTGG. ICITIAT\ICF iA|G|G|G|Af-\|C|C|C|ACT
t stem

FEEETTLL L
oop TAR el enen

FEEELALEL LT
TAR el ement stem  bul ge

[elolelelelolela)o)e]

v

sswouwe9 ap|dwod T-AlH



TATA Box |-> +1 nRNA start site Pol y- A si gnal

5 LTR U3 end \/ 5 LTR R repeat begin

B_FR. HXB2 CTCAGATCCTGCATATAAGCAGCTGCTTTTTGCCTGT. ACIT IGIGIGIT CIT ICIT CIT |GlGlT rﬁGAICIOIAIGIATCT |G|A|G|)CT GGGA|G|Z|T ICIT ICIT IGIGi | . ICIT lAf-\ﬁI’ iA|G|G|G|Af-\|C|C|C|ACT GCTT. . . AAGCCTCAATA. .. AAGCTT 536
N N ANN
TAR el emen bul ge | oop TAR el enent stem

F_CONSENSUS
F1_BE. VI 850
F1_BR 93BR020

F1”Fl . FI N9363

F1_FR MP411

G CONSENSUS - ----- AG-----mmeeennn CG---CC-mmmmmmmee e Toecommmmeen- To-oeommmmm e e e e es i = GAG - LAG e A 502

GBEDRCBL ------ AG-----nmeeen- CG---CCrmmmmmmee e Toeemmmmeeee- Tomememmmmmee e e e s i = GAG - e LAG e A
. HH87932

G_NG 92N&083

G_SE. SE6165

H_CONSENSUS

H_BE. VI 991

H_BE. VI 997

H_CF. 90CF056

J_SE. SE91733

J_SE. SE92809

K_CM MP535C

CI.)I |

I
al
o

oN

| |
[elelolololololelole]

CRFO1 AE_TH 93TH253  ------- G------ Ar------ . S . S
CRFO1_AE TH. CMRA0 ... . i m s Tevemonen-- G-.----- [ R LRI Y  REEETEEEEEEEE T A eeeeea EREEEEE 83
CRF02_AG CONSENSUS L.ttt ettt e ettt e et e e e el 77?7
CRF02_AG_DJ. DJ263

CRF02_AG_DJ. DJ264

CREO2_AG NG I BNG oottt ettt ettt et e e e e e s GGRA e B R
CRFO3_AB_RU. KAL153 =~ ------- [ R R [ R B A R R
CRFO4_cpx_CONSENSUS =~ ------- G------ Pemme-- C----- (O e N e R 2929927 27w e e e e e ???---72-- 503
CRF04_cpx_CY. 94CY032 0
CRFO4_cpx_CR 97PVMWY - ------ G-eremmmieee G----- (O R R L [ R R R € o R L] Lemmmee- A R R A 538
CRF04 cpx_CR 97PVCH  ------- G------ A------ CG----- (o LR R LT LT EE R G---Gmmmmmmem e oG- TA e T--T-..... -C---- e LA 536
AC IN. 21301
AC_RW 92RW09
AC_SE. ETSE9488
AC_ZM ZAM1 84
ACD_SE. SE8603
AD_SE. KESE7108
ADH_NO. NOG L3
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o
sswowes ap|dwo)d T-AIH

®
o
®
(9]
@ U1

ADU_CD. MAL
AG_NG 92NX003
ACGU_CD. Z321B
AGI_AU.BFPOO ------- G------ A------ C---CC-T---mmmmmmmema - - T-CG--nmmmm-- LR L A. . ---GAG- e e e
AGI_M.. 95M.84

AJU_BW 98- 2117

BF_BR. 93BR029

MO_CM 97CAMP645MO

4]
I
OO0OO0O0WOOORrROOOO0O0O

OCMANT7O  ------AG--------------C----C--T-----CG------CGTAGAG -----G-------C-------C---CCT---G-...------G-----. , . --CG------.. . ------ 571
OCMMP5180  -------Gmieieiiiieeeee e oo - CCG-T----- G- - - - - TAG TAGAG - ----G - ------C-------C---CCT---G-. . .------G-----., . --CG------  ------ 544
NCMYBF30 ... s GG T e et TG G s TA s e e G e e e 96
sfrvepzus - A CG-- GG Tt T GG e AA - - G e - - - s CTAG GTA L e e e 561
SIVCPZGAB = -CTCAGAG --------------meeeecCrmmmmmeee e e e e e T-CAG G- - - Temmmmmmeme e e e A -G GTG A - mmmmm e e e e e 555
SI VCPZANT 0
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HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

5 LTR\ / 5 LTR Ext ensi ve secondary structure in this region. ﬁ
R repeat end \/ U5 start See Rizvi, J Virol 67: 2681-88 (1993) 5 LTR U5 end -

B_FR. HXB2 CCCTTGA. . .GTG . . .. CTTCAAGTAGTGTGTGCCCGICTG. . . TTGTGTGACTCTGGTAACTAGAGATCCC. . . TCAGAC. . . CCTTTTAGICAGTIGTGG. . . AAAATCTCTAG 632
A CONSENSUS  ------- T e R e e e A R O O Y N R 95
A KE. @317 ------- T R T R R e R . sACC--AG - - 101
A_SE. UGSE8891 0
A_SE. TZSEB8538 0
A_SE. UGSE6594 0
A_SE. UGSE7535 0
A_SE. SOSE7253 0
A_SE. SE8131 10
A UG U455 101
A UG 92UG037 5
B_CONSENSUS 657
B_AU. MBC200 629
B_AU. MBC925 633
B_CN. RL42 9
B_DE. HAN2 102
B_DE. D31 178
B_ES. 89SP061 181
B_GA. OVl 178
B_GB. MANC 578
B_GB. CAML 634 T
B_NL. ACH320A 633 -
B_TW LM49 631 <
B_US. SF2CG 633 =
B_US. DH123 630 e}
B_US. NY5CG 632 o
B_US. AD8 632 3
B_US. WCI PR18 178 S
B_US. YU2 628 =
B_US. JRCSF 633 @
B_US. 631 [0}
B_US. BCSG3 179 ®
B_US. 896 631
B_US. WEAU160 632 %
B _US. RF 146 o
B_US. WR27 12 3
C_CONSENSUS 122 8
C_BR. 92BR025 0
C Bw9oeBwW402 00 ------- T “-CT----- e - R e T A ...----CCC-GI------- T R 121
C BW BB L L0 -Gl------- T R 21
C BW96BWM5002 @ ------- T e eCT--memmmmm - R A------ R L T-GTI-T----- B R 122
C BW96BW502 ------- T e B R L LR TR N R Cemeee AL ------ G-.------- B R 119
C BWo96BWM6EBO1 00 ------- T e B o L LR R TR e TG - B R 120
C BWOBBWL210 ot e -Gl------- s T----- 21
C BW OBBWLTBO3 e e e e T 7
C BW96BW1BO3 = ------- T e B o L E LR R LR A------ e A G-.T------ B R 120
C BT . ETH2220 T 10
C_I'N. 301999 10
C_I'N. 21068 10
C_I'N. 301905 10
C_I'N. 301904 10
C_IN. 11246 10
D_CONSENSUS 633
D_UG 94UGl114 0
D_CD. NDK 176
D _CD. ELI 178
D_CD. 2276 632
D_CD. 84ZR085 146




5 LTR\ / 5 LTR Ext ensi ve secondary structure in this region.

R repeat end \/ U5 start See Rizvi, J Virol 67: 2681-88 (1993) 5 LTR U5 end -
B_FR. HXB2 GCCTTGA. .. GTG .ot CTTCAAGTAGTGTGTGCCCGICTG. . . TTGTGTGACTCTGGTAACTAGAGATCCC. . . TCAGAC. . . CCTTTTAGTCAGTGTGG. . . AAAATCTCTAG 632
F_CONSENSUS 0
FI_BE. VI 850 0
F1_BR. 93BR020 0
F2_CM MP255C 0
F2_CM MP257C 0
F1_FI . FI N9363 0
F1_FR MP411 0
G CONSENSUS ~ ------- T e B L L LT - e -ACG-GC--AT----CCT.. . T--mmmmm--- 598
GBE.DRCBL ~ ------- T e e L LT e .o -ACG-C --AT----- AL e 597
GFL. HHBT932 QT . T - - - 15
GING 92NG08B3 e AT- 3
GSE. SEBLBS e QT . T - - 15
H o OONSENSUS ottt s 10
H o BE. V100 s 10
H BE. VI 997 0
H_CF. 90CF056 0
J_SE. SE91733 0
J”SE. SE92809 0 T
K_CM MP535C 0 =
K_CD. EQTB11C 0 <
CRFO1_AE CONSENSUS ~ ------- e A G- “GT-AG -----mmmmm o - s ACG G A T-A - AL e 621 AN
CRFO1_AE CF. 90CF402  ------- B, A G e o= Gl-AG - - mmmmmmmmmmmeeeeees - o s ACG G A T-A - AL e 654
CRFO1_AE TH. 93TH253  ------- B, A -G A--e ' -GI-AG ------mmmmmeeeeeeaaa - T .-ACC--AT-A- A . --cmmmmmnn- 631 9]
CRFO1_AE_TH.CM240  ------- T A G- = Gl-AG - - mmmmmmmmmmeeeeees - SAGGC--AT-A- A e C 178 o
CRF02_AG CONSENSUS ~ ------- 299- - - 222222929 P PP PIPY P e PP ?2?7------ 292-AC- C - - A T--- - PAP?P- = mmoe o 161 3
CRF02_AG DJ. D263 0 T
CRF02_AG DJ. DJ264 .. 1 @
CRF02_AG_NG. | BNG - 161 D
CRFO3_AB_RU. KAL153 - G..--C 543 o
CRF04_cpXx_CONSENSUS - ------ 2990 - - 299292929299999999992 LI LI LI IIIIIIIIIIIIILL i ?277------ ?2?22-AC-C--A-?-- A AAP?P- - - - - - 596
CRF04_cpx_CY. 94CY032 0o 9
CRF04_cpx_GR 97PVMY  ------- T e N ¢ R LT T TR - ACGGC-AGAA LA L e 633 o
CRFO4™CPX_GR 97PVCH . == o mmm e e e mmmmm e e - G ACGGC AT AAA e 629 3
AC INT2L30L ittt e 10 3
AC_RW 92RW09 0
AC_SE. ETSE9488 0
AC ZM ZAMLBA e 10
ACD_SE. SE8603 0
AD_SE. KESE7108 0
ADH NO. NOG L3 ~ ------- B ST B PR Cmmee- oA A - G- 647
ADUCD.MAL  seee-e- T -C---- G- - A R e CcACGC--A G- AL e 175
AG NG 92NGD03 oot -T- 3
AGU_CD. Z321B 0
AGI_AU. BFP9O ~ -ee---- T Ce AT B L L LT R - i ACGC A oA e 643
AGI”M.. 95M.84 0
AJUTBW 98-2117 ottt ettt et e e e e AGGGGGCCA---CG. . . . . . &CC------- 24
BF_BR. 93BR029 0
MO_CM 97CAMP645MO 0
OCMANT70  —------ o e T...-AC - AGACTGAA- CA-. . . 662
O CM MP5180  ------- o cemme- T...-AC - AGACTGAA- CA- . 635
NCMYBF30 ------- cemmmme o sA-G--AT-A--A 190
srvcpzus 0 a---- .. cemme A ..-TG-A AAGTIA. -GT-... 655
SIVCPZGAB - Smmme T...TAAA---TAGICAAG -. .. ----------- 651
S| VCPZANT 0
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HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

Gag p7 nucl eocapsid binds these | oops, see DeGuznman, Sci ence 279: 384-388 (1998 S
packagi ng signal secondary structure, see Harrison,J Virol 72: 5886-96 (1998 (o}
> Lys tRNA Primer Binding Site _ N
B_FR. HXB2 CAGTGCCGCCCGAACAGEG. &+« v v v e e e e e e e e e G .. ACCTGAAAGCGAAAG. . . GGAAA. . ... e CCAG .. AGG . . ACCT. . ....... CTCTCGACG. . . CA. . 693
A CONSENSUS ~ -----mmmmm oo GACCCGAAAAGTGAAAGTAATAGG . . . -- TG ---------- T ----AGA--A L --T- - 180
A KE. Q317 e S s TG e T R s T L R 159
A_SE. UGSE8891 0
A_SE. TZSEB8538 0
A_SE. UGSE6594 0
A_SE. UGSE7535 0
A_SE. SOSE7253 0
A _SE. SE8131 T e 91
A UG U455 T ----L..--AL. e 159
A UG 92UG037 T ----AGA--A .. e 66
B_CONSENSUS .. e 718
B_AU. MBC200 . e 690
B_AU. MBC925 694
B_CN. RL42 70
B_DE. HAN2 163
B_DE. D31 239
B_ES. 89SP061 242
B_GA. OVl 239
B_GB. MANC 639 T
B GB. 695 =
B_NL. ACH320A 694 <
B _TW LM49 692 =
B_US. SF2CG 694 e}
B_US. DH123 691 o
B_US. NY5CG 693 3
B_US. AD8 693 S
B_US. WCI PR18 239 =
B_US. YU2 689 @
B_US. JRCSF 694 [0}
B_US. 689 ®
B_US. BCSG3 240
B_US. 896 692 %
B_US. WVEAU160 693 o
B_US. RF 207 3
B_US. WR27 73 8
C_CONSENSUS 185
C_BR. 92BR025 43
C_BW 96BW402 182
C_BW 96BWL.104 82
C_BW 96BWL5C02 183
C_BW 96BW502 180
C_BW96BWL6B01 181
C BW96BWL.210 82
C_BW 96BWL7B03 68
C_BW 96BW1B03 181
C_ET. ETH2220 72
C_I'N. 301999 71
C_I'N. 21068 71
C_I'N. 301905 71
C_I'N. 301904 71
C_IN. 11246 71
D_CONSENSUS 694
D_UG 94UGl114 40
D_CD. NDK 237
D _CD. ELI 239
D_CD. 2276 693
D _CD. 84ZR085 207



Gag p7 nucl eocapsid binds these | oops, see DeGuzman, Sci ence 279: 384-388 (1998

packagi ng signal secondary structure, see Harrison,J Virol 72: 5886-96 (1998

> Lys tRNA Primer Binding Site
CAGTGGCGCCCGAACAGG.

B_FR. HXB2 693
F_CONSENSUS 42
FI_BE. VI 850 43
F1_BR 93BR020 39
F2_CM MP255C 0
F2_CM MP257C 0
F1_Fl. FI N9363 .- 37
FI_FR MP411 0
G CONSENSUS .- 700
G BE. DRCBL .- 679
G FI. HHB7932 .- 96
G NG 92NGD83 .- 61
G _SE. SE6165 .- 97
H_CONSENSUS .- 67
H_BE. VI 991 .- 71
H_BE. VI 997 .- 12
H_CF. 90CF056 .- 40
J”SE. SE91733 .- 13
J”SE. SE92809 .- 13
K_CM MP535C 0
K_CD. EQTB11C 0

CREOTAE TH, 93THD53  ---wmvmmcomooois T o GIT---- A Il 713

CRFOI“AE TH, CMRA0 === -=c-ecoemmcman- -- 261
CRF02"AG CONSENSUS G ?CC- GAAG- T--T- - - --G 243
CRF02_AG DJ. D263 GGACC- GAAG T--T--- --G 59
CRF02_AG DU, D264 G COC- GAAGTT--T--- .. --G 60
CRFO2ZAG NG | BNG  somesmcmmmmemnns C--AL C--A

CRFO3_AB_RU, KAL153 843

CRFO4_cpx_CONSENSUS =~ ?----2-------unnn-- ????TTGAAAGTGAAAGT TAATAG . . .
CRF04_cpx_CY. 94CY032 .. TTGAAAGTGAAAGT TAATAG . . .
CRF04_cpx_GR 97PVIWY -

>
g
sswowes ap|dwo)d T-AIH

CRF04_cpx_GR 97PVCH - .- 711
AC_IN 21301 TAG 71
ACTRWO2RWI0O oo -G 40
AC_SE. ETSE9488 0
AC ZM ZAMIBA ememeememeeeeo 71
ACD SE. SEBBOB o AR, 13
AD_SE. KESE7108 0
ADF NO NOGI L3 wommmmmmmomeeeee . .- 708
ADUCD. MAL e . LA 256
AG NG 92NGD03 A AGC- AAAGTT-- === oo, ...--TC LT 61
AQU_CD. 7321B 0
AGI_AU. BFPO0  emmmemmmmmeeee 725
AGI_M.. 95M.84 0
AJUBW 98- 2117 85
BF_BR 93BR029 - 40
MO_CM 97CANP645MO --A 74
O CM ANT70 oA 725
O CM M/P5180 oA 699
N_CM YBF30 . 253
STVCPZUS -G 718
S| VCPZGAB --C. 712
S| VCPZANT -CA. 34
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HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

packagi ng signal secondary structure, see Harrison, J Virol 72: 5886-96 (1998), DeGuzman, Science 279: 384-388 (1998) &
B_FR. HXB2 . GGACTCGGCTTCCTGA. . . AGCGCGCACGGCAAGAGCCGAGEEG. . . CGG . . C. . GACT. . . . . . G..GIGAGTA. . ................ CCCCAAAAA. . .. ... TTTTGA. . . CTAGCGGA. . 773
A_CONSENSUS R R TR A.GT--A--A----------- A I i ?2T?22T. .. .. T------ A .. 259
A KE. 2317 B R TR . GT--A--A - - A I TT..... - - A .. 237
A_SE. UGSE8891 0
A_SE. TZSEB8538 0
A_SE. UGSE6594 0
A_SE. UGSE7535 0
A_SE. SOSE7253 0
A_SE. SE8131 . ) . . 169
A UG U455 - 240
A UG 92UG037 - 143
B_CONSENSUS - 801
B_AU. MBC200 - 772
B_AU. MBC925 - 775
B _CN. RL42 - 145
B_DE. HAN2 - 242
B_DE. D31 - 319
B_ES. 89SP061 - 322
B_GA. OVl - 319
B_GB. MANC - 719
B_GB. CAML - 775 T
B_NL. ACH320A - 775 -
B_TW LM49 - 772 <
B_US. SF2CG - 772 =
B_US. DH123 - 770 e}
B_US. NY5CG - 773 o
B_US. AD8 - 773 3
B_US. WCI PR18 - 319 S
B_US. YU2 - 771 =
B_US. JRCSF - 773 @
B_US. - 770 [0}
B_US. BCSG3 - 320 ®
B_US. 896 - 772
B_US. WEAU160 - 772 %
B _US. RF - 287 o
B_US. WR27 - 152 3
C_CONSENSUS - 268 8
C_BR. 92BR025 - 123
C_BW 96BW402 - 263
C_BW 96BW.104 - 163
C_BW 96BWL5C02 - 264
C_BW 96BW502 - 260
C_BW96BWL6B01 - 263
C BW96BWL.210 - 163
C_BW 96BWL7B03 - 149
C_BW96BW1B03 - 263
C_ET. ETH2220 - 153
C_I'N. 301999 - 152
C_I'N. 21068 - 151
C_I'N. 301905 - 151
C_I'N. 301904 - 151
C_IN. 11246 - 151
D_CONSENSUS - 776
D_UG 94UGl114 - 122
D_CD. NDK - 317
D _CD. ELI - 319
D_CD. 2276 - 773
D_CD. 84ZR085 - 290




packagi ng signal secondary structure, see Harrison, J Virol 72: 5886-96 (1998), DeGuzman, Science 279: 384-388 (1998)

B_FR HXB2 . GOACTCGECTTCCTGA. . . AGCGOGCACGECAAGAGEOGAGEEG .. OGG . . C.. . GACT. . . . ... G..GTGAGTA................. COCCARRBA. ...... TTTTGA. . . CTAGCGGA. . 773
F_CONSENSUS ettt AT Accroemaeoe A e e B e CTTTTT, Teemm emmmeme 127
FI_BE. VI 850 Gomrmmmreeees  AGTGCAA- - =+ = s emmmee D eI <o G- TTTTT. (Te----- e o 128
F1~BR 93BR020 i B D e Ace-- e A 116
F2-CM MP255C 0
F2-CM MP257C 0
F1ZFI . FI N9363 e e - 114
FIZFR MPA11 0
G CONSENSUS - 779
G BE. DRCBL - 758
G FI. HHB7932 - - 175
G NG 92N@083 - - 138
G_SE. SE6165 el - 176
H_CONSENSUS . o N - PR - 154
H BE. VI 991 e T <Gl -m- - 159
H_BE. VI 997 i N “GC - - 100
H_CF. 90CF056 i R Al el - 120
J_SE. SE91733 e R A-ill el - 97
JTSE. SE92809 e T Ao el - 96
K”CM MP535C 0

K_CD. EQTB11C 0
CRFO1_AE_CONSENSUS 783
CRFO1_AE_CF. 90CF402 815

CRFO1_AE_TH. 93TH253

.
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28
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:
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:
N
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2
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N
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9
o
N
23
8
g
N
i

CRF02_AG NG | BNG
CRF03_AB_RU. KAL153
CRF04_cpx_CONSENSUS

S
sswowes ap|dwo)d T-AIH

CRF04_cpx_CY. 94CY032 139
CRF04_cpx_GR 97PVMY 793
CRF04_cpx_GR 97PVCH 790
AC_IN 21301 152
AC_RW 92RW09 122
AC_SE. ETSE9488 0
AC_ZM ZAML84 152
ACD_SE. SE8603 95
AD_SE. KESE7108 0
ADH_NO. NOG L3 789
ADU_CD. MAL 333
AG NG 92NRX003 140
AGU_CD. 7321B 0
AGJ_AU. BFP90 801
AGJ_M.. 95M_84 10
AJU_BW 98- 2117 . .. — - . .. 169
BF_BR. 93BR029 R LR A LT R R [c EEEEEEEEEES A e S T A T TAAA Ac--G- o mmmemeee .. 125
MO_CM 97CAMP645MO AR LR . GT--A--A----- A---AA .- e S I LR IR L L LR .. 152
O _CM ANT70 CG-G------- AC-G..--T--A-CG-CT---------- A-...AAC... T... G-AGAG . .-... ATTTTGC. .......... T-GGEIG . ...... GCCA--..C---G--.. 816
O_CM MWP5180 CG-G------- AC-G..--T--A-CT-CT---------- A-- AAC...T...C-AAGA. . .-G AATTTGC. .......... T- GGGTG ....... GCCA--..C---G--.. 791
N_CM YBF30 -T.. 326
SI VCPZUS - 822
SI VCPZGAB - 785
SI VCPZANT - 127
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HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

_|-> Gag and Gag-Pol CDS start (frame 2) o]
B_FR. HXB2 GAGAGA. . . GATGGGTGCGAGAGCGT CAGTAT TAAGCGGGGEGAGAAT TAGATCGAT GGGAAAAAATTCGGT TAAGGCCA. . . GBGGGAAAGAAAA 871 o
A_CONSENSUS AGA A GC G e 371
A KE. 2317 J 335
A_SE. UGSE8891 76
A_SE. TZSEB8538 76
A_SE. UGSE6594 76
A_SE. UGSE7535 103
A_SE. SOSE7253 78
A_SE. SE8131 267
A_UG U455 338
A_UG. 92U037 241
B_CONSENSUS 901
B_AU. MBC200 870
B_AU. MBC925 873
B _CN. RL42 243
oI S Y T e 07 R 340
I = o < e T 417
BTES. 89SPO61 L mmmemem e e m e mmmmmmm e e e et G m e m i m e e e e Grmm e e e Ar e e e e 420
B GA OVl e m e e e e e A Lo 417
oI = N Y A e e S  E  Se I 817
B GB. CAML e m e e e e e Ao 873
BTNL. ACH320A o mmm e e e e e mm e M e e e e et A e e i G e e eme e 873 T
I A X T e S O © R L S € € R 870 —
[ S =2 e e 1 872 I<
SIS o 2 T e & S S R R - e 868 _
B_US. NYSCG L mmmmmm e s mmm e e e e e Grm s s s e e s A e iiao L eeeeoo 871 o
SIS < T T & S I € R 871 o
B_US. WCI PR18 417 3
B_US. YU2 869 S
B_US. JRCSF 871 =
B US. 868 o
B_US. BCSG3 418 (0]
B_US. 896 870 ®
B_US. WEAU160 870
B_US. RF 385 Q
B_US. WR27 250 Q
C_CONSENSUS 366 3
C BR. 92BR025 221 8
C_BW 96BW402 361
C_BW 96BWL104 261
C_BW 96BWL5C02 362
C_BW 96BW502 358
C_BW 96BWL6B01 361
C BW96BWL.210 261
C_BW 96BWL7B03 247
C_BW 96BW1B03 361
C_ET. ETH2220 251
C_I'N. 301999 250
C_IN. 21068 249
C_I'N. 301905 249
C_I'N. 301904 249
CIN. 11246 249
D_CONSENSUS 874
D_UG 94UGl114 220
D_CD. NDK 415
D _CD. ELI 417
DI Y. S T S R € & el O T Y | S 871
D_CD. 84ZROB5 L mmm e e e e e mm e Mt A e e e G- BCT e e e e e e G e e e 388




B_FR. HXB2
F_CONSENSUS
FI_BE. VI 850
F1_BR 93BR020

G_Fl . HH87932
G_NG 92N@083
G_SE. SE6165
H_CONSENSUS
H BE. VI 991

H BE. VI 997
H_CF. 90CF056
J_SE. SE91733
J_SE. SE92809
K_CM MP535C
K_CD. EQTB11C
CRFO1_AE_CONSENSUS

CRFO1_AE_TH 93TH253

%IIIIIIIIIII
IISI
II%I

?

:

:
.
:

;
:
:

:
N
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g
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N
&
g
g
N
2

CRF02”AG NG | BNG
CRF03”AB_RU, KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032
CRF04_Cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC I N_21301

AC_RW 92RWD09

AC_SE. ETSE9488
ACZM ZAML84

ACD_SE. SE8603

AD_SE. KESE7108
ADA_NO. NOGI L3

ADU_CD, MAL
AG_NG_92NG003
AGU_CD. 7321B
AG)_AU. BFPOO
AGI_M_. 95M.84
AJUBW 98- 2117
BF_BR 93BR029

MO CM 97CANP645MD

. CCTAGAGGAAGGGCGAAGTCTCTAGEEG. - - - - .
.A-G C --- TCTCTAGGAA GA

-> Gag and Gag-Pol CDS start (frame 2)

S o
LEECTAGAAG. . GAGAGA. . . GATGGGT GCGAGAGCGT CAGT AT TAAGCGGGEGAGAAT TAGAT CGATGGGAAAAAAT TCGGT TAAGGCCA. . .
. A GC G.

L --ATCT--A--G
- ATCT--A--GG

HIV-1/SIVcpz
Nucleotides
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HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 1000 U1
A_CONSENSUS 500 N
AKE. @317 464

A_SE. UGSE8891 CG G i, 205

A_SE. TZSE8538 o G - CA: CA A-A T 205

A_SE. UGSE6594 G--A---T---C---C--A---T 205

A_SE. UGSE7535 G--A---T---C---C--A---T A-AA----T CA 232

A_SE. SOSE7253 G--A---T---C---C--A---T CA A 207

A_SE. SE8131 C G--AA--T---C---C-nmn--- T 396

A_UG U455 G--AA---A-C---C-nmu--- T CAG AT G 467

A_UG 92U037 G C G--A---T---C---C--A---T A-- - CA 370
B_CONSENSUS o 1030

B_AU. MBC200 999

B_AU. MBC925 1002

B_CN RL42 372

B_DE. HAN2 469

B_DE. D31 546

B_ES. 89SP061 549

B_GA. OV 546

B_GB. MANC 946

B_GB. CAML 1002

B_NL. ACH320A 1002

B_TW LM19 999 T
B_US. SF2CG 1001 =
B_US. DH123 997 <
B_US. NY5CG 1000 N
B_US. AD8 1000 o
B_US. WCI PRI8 546 Y
B_US. YU2 998 3
B_US. JRCSF 1000 2
B_US. MN 997 =k
B_US. BCSG3 547 @
B_US. 896 999 o
B_US. WEAU160 999 o
B_US. RF 514

B_US. W27 A 379 o
C_CONSENSUS -G T C G 495 o
C BR 92BR025 350 3
C_BW 96BW402 490 ®
C BW 96BWL104 390

C_BW 96BWI5C02 491

C_BW 96BW502 487

C_BW 96BWL6B01 o T 490

C_BW 96BWI 210 G--AAT--T---C---G---C--T A - AA G 390

C_BW 96BWL7B03 cC o T G A A 376

C_BW 96BW)1B03 A G--A---T---C---Crmmu-n- T---CG A 490

C_ET. ETH2220 “C---TCCG----CC---Cnmnn-- Ao G--AA--T---C---C---A--Te-n-- Teoeoo- [oR YN AcTAA - o moeamao GT-mememen-- 380

CI'N. 301999 <G TCC - - - CC -mmmmmmmmem e e G-CA---T---C---C-nmun-- To---- GG -G -mmmmmmn YN e AAA- - s GT-mememen-- 379

CIN 21068 GC---TCC------ o o S e G-CA---Tomamnmn- oS To---- G--Grmmmmmmma N Y GT-memmmm-- 378

CIN 301905 T -TCC - - - - o o o e G--Amememn- G---Cormnmnn- To---- Gormrmmmmmmamann YN Y N GT-memmmm-- 378

CIN 301904 <G e--TCC - ---- CC --mmmmmmmeme e G-CA---n-- GC---Cmrmmnnn To---- Grmrmmmmmmmaen Acmcmnn- Y N [ 378

CIN 11246 <C---TCC - ---- o oS e G--AA - CG-C---n--- To---- Gormrmmmmmemaen N Y N GT-memmmm-- 378
D_CONSENSUS ; o A 1002

D_UG 94UGL14 349

D_CD. NDK 544

D_CD. EL| 546

D_CD. 7226 1000

D_CD. 84ZR085 517
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Nucleotides

GG--GT--CA-----

-GG TA Ao
oA ---CAG - ---

QL QP S L QT _

AcccmermacaaiGae-A--- G

CAG -----AAA---T

GAGA-

L_G

GT--A--A---T-----T--G T--

GT--AAA---T-----A-GT--
GG G-ACAG--T

Q

ceeo-AAA---T----Gl--AT--CA-----

CA-
CA- - -
GAG--CG-ACAG --T--G G--G T--CA------

CA- - -
TAA-

A --
A --
A --
A --
TACG

coee-A--CAG --T--Acc-Acc-=-Tooee-T--AT--CA- A ---

G------A--CA--GT--A-AA---T-----T--G T--
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G
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HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 1123 @
A_CONSENSUS 623

AKE. @317 587

A_SE. UGSE8891 328

A_SE. TZSE8538 328

A_SE. UGSE6594 328

A_SE. UGSE7535 355

A_SE. SOSE7253 330

A_SE. SE8131 519

A_UG U455 590

A_UG 92U037 493
B_CONSENSUS 1153

B_AU. MBC200 1122

B_AU. MBC925 1125

B_CN RL42 495

B_DE. HAN2 592

B_DE. D31 669

B_ES. 89SP061 672

B_GA. OV 669

B_GB. MANC 1069

B_GB. CAML 1125

B_NL. ACH320A 1125

B_TW LM19 1122 T
B_US. SF2CG 1124 =
B_US. DH123 1120 <
B_US. NY5CG 1123 N
B_US. AD8 1123 o
B_US. WCI PRI8 669 Y
B_US. YU2 1121 3
B_US. JRCSF 1123 2
B_US. MN 1120 =k
B_US. BCSG3 670 @
B_US. 896 1122 o
B_US. WEAU160 1122 o
B_US. RF 637

B_US. W27 502 o
C_CONSENSUS 618 o
C BR 92BR025 473 3
C_BW 96BW402 613 ®
C BW 96BWL104 513

C_BW 96BWI5C02 614

C_BW 96BW502 610

C_BW 96BWL6B01 613

C_BW 96BWI 210 513

C_BW 96BWL7B03 499

C_BW 96BW)1B03 613

C_ET. ETH2220 503

CI'N. 301999 502

CIN 21068 501

CIN 301905 501

CIN 301904 501

CIN 11246 501
D_CONSENSUS 1125

D_UG 94UGL14 472

D_CD. NDK 667

D_CD. EL| 669

D_CD. 7226 1123

D_CD. 84ZR085 640



B_FR. HXB2 1123
F_CONSENSUS 470
FI_BE. VI 850 478
F1_BR 93BR020 466
F2_CM MP255C 334
F2_CM MP257C 334
F1_FI . FI N9363 464
F1_FR MP411 334
G CONSENSUS 1125
G BE. DRCBL 1108
G FI . HH87932 525
G NG 92NG083 489
G_SE. SE6165 526
H_CONSENSUS 503
H_BE. VI 991 509
H_BE. VI 997 450
H_CF. 90CF056 470
J_SE. SE91733 447
J”SE. SE92809 446
K_CM MP535C 334
K_CD. EQTB11C 334
CRFO1_AE_CONSENSUS 1132
CRFO1_AE_CF. 90CF402 1165
CRFO1_AE_TH, 93TH253 1140
CRFO1_AE_TH. CM240 688
CRF02_AG_CONSENSUS 670
CRF02_AG DJ. DJ263 486
CRF02_AG DJ. DJ264 487
CRF02_AG NG | BNG 663
CRF03”AB_RU, KAL153 898
CRF04_cpx_CONSENSUS 1125

CRF04_cpx_CY. 94CY032

CRFO4_cpx_GR 97PVIWY 1143
CRF04_cpx_GR. 97PVCH 1140
AC IN. 21301 502
AC_RW 92RW09 473

AC_SE. ETSE9488

N
2
sswowes ap|dwo)d T-AIH

AD_SE. KESE7108
ADH_NO. NOG L3

ADU_CD, MAL 683
AG NG 92NG003 490
AGU_CD. Z321B 334
AG)_AU. BFPOO 1151
AGI_M_. 95M.84 360
AJUBW 98- 2117 519
BF_BR 93BR029 475
MO CM 97CANP645MD 503
O CM ANT70 -G ----CAGC - GCCAG - - G- G GG - OG- - A- - - T-GTG- - - - GG - - - - T - CA- G- - ATATA-A- - TGG- - - T--GC- - G- G- - AA- - G- A=~ T--Acm v oo ----TA .. -TGGESG--C 1172
O_CM MVP5180 -G----G-C-GA--TCCGG-0G-A---- GTA----GG -G -T--CA-G-AT-T--C-CCG - - T--AG- - G- G - AA- - G- A---T--Ac- o oo ----TA . -TGGG---C 1147
N_CM YBF30 cGmmemne e GC- G -Trmrmmmmn- CG TG ---- GIT--T---nmn-- C--AGl------ C---- CCA---AC----mmn-- [ AA L -- GA- A- - GG AC- GCAG- 681
STVCPZUS -G ---G-GC---GCGCT---C-Cl----GGl---T-GG - - - - C - CAGT- - - G GACAG GG G- - T--GC- - G- G - G- -- - TG- - AG- GA-A. . . ... ... --GTA ..GIGCGITG 1161
Sl VCPZGAB G- G--GG-C-GT---C-TC G -- GTA- - G GG - CA- A- - - AGTGAC- - CACTG- - G- - - - - - - AG - A ---- G ---AG - C - A- - CGGCATCAT-G - -A---...C-G-C 1166
S| VCPZANT - --COCT---A-AT---T--GT---C-CA TTGTGTT-- G GG - G- - A~ -~ A- = G- - GA~ Ar = === == == - = AG AG - - - CG TA-A- CAG GA-A. . ....... ATGA- AGT-- TGC- G- CAC 487
pl7 Matrix GSEELRSLYNTVATLYCVHORI EI KDTJKEALGDSKI E . . . EEQNSK.S  Gg

SS

HIV-1/SIVcpz
Nucleotides




A_SE. TZSE8538
A_SE. UGSE6594
A_SE. UGSE7535
SE. SOSE7253
SE. SE8131
U455
92UR037
ENSUS
VBC200
VBC925
RL42
HAN2

D31
89SP061
[0}

gSS

B5500500500502FBERHRR2EE
[e5) w
B

j
7
o

R. 92BR025
W 96BW402
W 96BWL104

==
©©
oD
SE
g
=8

N

W 96BWL6B01

W 96BWL7B03
W 96BW1B03

. 301999
. 21068
. 301905
. 301904
. 11246

19,9,9,9,9,5,0, 0,0, 0, 0,0, 00,000,500 OO 1999 9 0 0, 0, 00,35, 05, 55, B9 B B9, U0, U9, U9 U9 U9 U0, 0, 0 0 O T 3> 3> 2> 2>
22222METTTTTTIE
zZZzZZ2Z- =
[{e]
5 N é
N N
o =
o

88886

PRy SRR G...........
CG--A------ G...........
————— A------Goin
CG---GA------
GGG~
————— A------Go i
G---- A------ G...........

HIV-1/SIVcpz
Nucleotides

Gag pl7 Matrix \/ Gag p24 Capsid start
. CAGGTCAGCCAAAATTACCCTATAGT GCAGAACATCCAGG
G??C A

9%

sswouwe9 ap|dwod T-AlH



Gag pl7 Matrix \/ Gag p24 Capsid start
B_FR. HXB2 AG. .. AMMAAAGCACAGCAA. . .. ... .. .. GCAGCAGCT. . . oo GACACAGEA. . ... .... CACAGCAAT. . . CAGGTCAGCCAAAATTACCCTATAGTGCAGAACATCCAGG 1207
F_CONSENSUS - GA GT AL GG T A TCT 560
FI_BE. VI 850 550
F1_BR 93BR020 538
F2_CM MP255C 406
F2_CM MP257C 418
F1Fl . FI N9363 542
F1I“FR MP411 406
G CONSENSUS 1207
G BE. DRCBL 1171
G FI. HH87932 609
G NG 92NG083 573
G SE. SE6165 610
H_CONSENSUS 503
HBE. VI 991 599
H BE. VI 997 534
H_CF. 90CF056 554
J”SE. SE91733 531
J”SE. SE92809 530
K_CM MP535C 406
K_CD. EQTB11C 406
CRFO1_AE_CONSENSUS 1216 T
CRFO1_AE_CF. 90CF402 1249 =
CRFO1_AE_TH. 93TH253 122 <
CRFO1_AE_TH. CMR40 72N
CRF02_AG_CONSENSUS 745
CRF02_AG DJ. DJ263 561 (@)
CRF02_AG DJ. DJ264 562 O
CRF02_AG_NG | BNG 738 3
CRF03_AB_RU, KAL153 982 T
CRF04_cpX_CONSENSUS 1208 @
CRF04_cpx_CY. 94CY032 573 o
CRF04”cpx_GR 97PVMWY 1221~
CRF04_cpx_GR 97PVCH 1224
AC | N"21301 577 9B
AC_RW 92RWD09 551 ©
AC_SE. ETSE9488 412 3
AC_ZM ZAML84 580 @
ACD_SE. SE8603 529
AD_SE. KESE7108 412
ADH_NO. NOGI L3 1223
ADU_CD. MAL 785
AG_NG. 92NG003 574
AGU_CD. 7321B 421
AG)_AU. BFP90 1232
AGI_M.. 95M.84 444
AJUBW 98- 2117 603
BF_BR. 93BR029 559
MO_CM 97 CANP645MD 587
O _CM ANT70 1253
O CM M/P5180 1228
N_CM YBF30 771
SrvePzUs 1255
S| VCPZGAB : GTGCC. TCTGCTGRC A G 3 1268
S| VCPZANT - AGCAG - - C - G AGTAGCCAAACCGCAAGCAG - GCATGCTTCTGCGGECTGCTCCTGTTAA: - - A- CAGTGGTGTCAG: GACATCT- AGTGEC- AAG GAG - - - - - - - - C - CA- AGT- G- TGCAGGA- 619
pl7 Matrix K_._KKAQQ . . ._._AAA . . . . . . .. DTG. . _._HSN._ QV.SQN.YY V Q NI _Q  Gag

|
Gag pl7 Natrlx end 7T Gg p24 Caps'_d’ start

LS

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 GGCAAATGGTACATCAGGOCATATCACCTAGAACT TTAAAT GCATGGGTAAAAGT AGT AGAAGAGAAGGCT TTCAGOCCAGAAGT GATACCCATGTTT. . . TCAGCATTATCAGAAGGAGOCACCCCACAAG 1336 1
A_CONSENSUS C G G G G A A A . 837 ®
AKE. @317 800

A_SE. UGSE8891 541

A_SE. TZSE8538 541

A_SE. UGSE6594 541

A_SE. UGSE7535 565

A_SE. SOSE7253 543

A_SE. SE8131 732

A_UG U455 791

A_UG 92U037 706
B_CONSENSUS 1384

B_AU. MBC200 1335

B_AU. MBC925 1341

B_CN RL42 708

B_DE. HAN2 805

B_DE. D31 882

B_ES. 89SP061 885

B_GA. OV 882

B_GB. MANC 1282

B_GB. CAML 1338

B_NL. ACH320A 1338

B_TW LM19 1335 T
B_US. SF2CG 1343 =
B_US. DH123 1333 <
B_US. NY5CG 1336 N
B_US. AD8 1336 o
B_US. WCI PRI8 882 Y
B_US. YU2 1334 3
B_US. JRCSF 1336 2
B_US. MN 1342 =k
B_US. BCSG3 883 @
B_US. 896 1335 o
B_US. WEAU160 1335 o
B_US. RF 850

B_US. W27 715 o
C_CONSENSUS 825 o
C BR 92BR025 680 3
C_BW 96BW402 820 ®
C BW 96BWL104 717

C_BW 96BWI5C02 818

C_BW 96BW502 814

C_BW 96BWL6B01 817

C_BW 96BWI 210 720

C_BW 96BWL7B03 694

C_BW 96BW)1B03 817

C_ET. ETH2220 710

CI'N. 301999 706

CIN 21068 705

CIN 301905 705

CIN 301904 705

CIN 11246 696
D_CONSENSUS 1340

D_UG 94UGL14 685

D_CD. NDK 871

D_CD. EL| 882

D_CD. 7226 1339

D_CD. 84ZR085 853




B _FR. HXB2 GGCAAATGGT, ACATCAGGOCATAT(%OCT AGAACTTTAAATGCATGGGT, AAAAGT AGTAGAAGAGAAGGCTTTCAGCCCAGAAGTGATACCCATGTITT. . TCAGCATTATCAGAAGBAGCCACI‘DCA(%AG 1336
-A C--?2-TC ?--GA T A . G 6

F_CONSENSUS 86
FI_BE. VI 850 679
F1_BR 93BR020 667
F2_CM MP255C 535
F2_CM MP257C 547
F1_FI . FI N9363 671
F1_FR MP411 535
G CONSENSUS 1336
G BE. DRCBL 1300
G FI . HH87932 738
G NG 92NG083 702
G_SE. SE6165 739
H_CONSENSUS 722
H_BE. VI 991 728
H_BE. VI 997 663
H_CF. 90CF056 683
J_SE. SE91733 660
J”SE. SE92809 659
K_CM MP535C 535
K_CD. EQTB11C 535
CRFO1_AE_CONSENSUS 1345
CRFO1_AE_CF. 90CF402 1378
CRFO1_AE_TH, 93TH253 1353

CRFO1_AE_TH. CM240
CRF02_AG_CONSENSUS
CRF02_AG DJ. DJ263
CRF02_AG DJ. DJ264
CRF02_AG NG | BNG
CRFO3_AB_RU. KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032

CRFO4_cpx_GR 97PVIWY 1350
CRF04_cpx_GR. 97PVCH 1353
AC IN. 21301 706
AC_RW 92RW09 680

AC_SE. ETSE9488

3
sswoue9) 8l [dwo) T-AIH

AD_SE. KESE7108

ADF_NO. NOGI L3 1352
ADU_CD, MAL 914
AG NG 92NG003 703
AGU_CD. Z321B 550
AG)_AU. BFPOO 1361
AGI_M_. 95M.84 573
AJUBW 98- 2117 732
BF_BR 93BR029 688
MO CM 97CANP645MD 716
O CM ANT70 1382
O_CM MVP5180 1357
N_CM YBF30 900
STVCPZUS 1384
Sl VCPZGAB 1397
S| VCPZANT 748
p24 Capsid GQOQMVHQQAI SPRTLNAWVIKVYVVEE-KAFSPEVI PMF. SALSEGATTPOQ  Gg

65

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 1468
A_CONSENSUS 969 S
AKE. @317 932

A_SE. UGSE8891 673

A_SE. TZSE8538 673

A_SE. UGSE6594 673

A_SE. UGSE7535 697

A_SE. SOSE7253 675

A_SE. SE8131 864

A_UG U455 923

A_UG 92U037 838
B_CONSENSUS 1516

B_AU. MBC200 1467

B_AU. MBC925 1473

B_CN RL42 840

B_DE. HAN2 937

B_DE. D31 1014

B_ES. 89SP061 1017

B_GA. OV 1014

B_GB. MANC 1414

B_GB. CAML 1470

B_NL. ACH320A 1470

B_TW LM19 1467 T
B_US. SF2CG 1475 =
B_US. DH123 1465 <
B_US. NY5CG 1468 N
B_US. AD8 1468 o
B_US. WCI PRI8 1014 Y
B_US. YU2 1466 3
B_US. JRCSF 1468 2
B_US. MN 1474 =X
B_US. BCSG3 1015 Q
B_US. 896 1467 o
B_US. WEAU160 1467 o
B_US. RF 982

B_US. W27 847 o
C_CONSENSUS 957 o
C BR 92BR025 812 3
C_BW 96BW402 952 ®
C BW 96BWL104 849

C_BW 96BWI5C02 950

C_BW 96BW502 946

C_BW 96BWL6B01 949

C_BW 96BWI 210 852

C_BW 96BWL7B03 826

C_BW 96BW)1B03 949

C_ET. ETH2220 842

CI'N. 301999 838

CIN 21068 837

CIN 301905 837

CIN 301904 837

CIN 11246 828
D_CONSENSUS 1472

D_UG 94UGL14 817

D_CD. NDK 1003

D_CD. EL| 1014

D_CD. 7226 1471

D_CD. 84ZR085 985



B_FR. HXB2
F_CONSENSUS
FI_BE. VI 850
F1_BR 93BR020

G FI . HH87932
G NG 92NG083

G_SE. SE6165
H_CONSENSUS

H_BE. VI 991

H_BE. VI 997

H_CF. 90CF056

J_SE. SE91733

J”SE. SE92809

K_CM MP535C

K_CD. EQTB11C
CRFO1_AE_CONSENSUS
CRFO1_AE_CF. 90CF402
CRFO1_AE_TH, 93TH253
CRFO1_AE_TH. CM240
CRF02_AG_CONSENSUS
CRF02_AG DJ. DJ263
CRF02_AG DJ. DJ264
CRF02_AG NG | BNG
CRF03”AB_RU, KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC | N_21301

AC_RW 92RWD09
AC_SE. ETSE9488

AD_SE. KESE7108
ADH_NO. NOG L3

ADU_CD. MAL
AG_ NG 92NG003

AJU_BW 98- 2117
BF_BR. 93BR029
MO_CM 97CAMP645MO

p24 Capsid

D L NTMLNTVGGHOQAAMOQMILKET I_|

2
sswoue9) 8l [dwo) T-AIH

A -AG ACAGG ---A- 880

NE E A AE WDRVHPVHAGP_

A P _G _ Gag

19

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 1591 o
A_CONSENSUS 092 N
AKE. @317 1055

A_SE. UGSE8891 796

A_SE. TZSE8538 796

A_SE. UGSE6594 796

A_SE. UGSE7535 820

A_SE. SOSE7253 798

A_SE. SE8131 987

A_UG U455 1046

A_UG 92U037 961
B_CONSENSUS 1639

B_AU. MBC200 1590

B_AU. MBC925 1596

B_CN RL42 963

B_DE. HAN2 1060

B_DE. D31 1137

B_ES. 89SP061 1140

B_GA. OV 1137

B_GB. MANC 1537

B_GB. CAML 1593

B_NL. ACH320A 1593

B_TW LM19 1590 T
B_US. SF2CG 1598 =
B_US. DH123 1588 <
B_US. NY5CG 1591 N
B_US. AD8 1591 o
B_US. WCI PRI8 1137 Y
B_US. YU2 1589 3
B_US. JRCSF 1591 2
B_US. MN 1597 =k
B_US. BCSG3 1138 @
B_US. 896 1590 o
B_US. WEAU160 1590 o
B_US. RF 1105

B_US. W27 970 o
C_CONSENSUS 1080 o
C BR 92BR025 935 3
C_BW 96BW402 1075 ®
C BW 96BWL104 972

C_BW 96BWI5C02 1073

C_BW 96BW502 1069

C_BW 96BWL6B01 1072

C_BW 96BWI 210 975

C_BW 96BWL7B03 949

C_BW 96BW)1B03 1072

C_ET. ETH2220 965

CI'N. 301999 961

CIN 21068 960

CIN 301905 960

CIN 301904 960

CIN 11246 951
D_CONSENSUS 1595

D_UG 94UGL14 940

D_CD. NDK 1126

D_CD. EL| 1137

D_CD. 7226 1594

D_CD. 84ZR085 1108



B_FR. HXB2 AGATGAGAGAACCAAGGGGAAGT GACATAGCAGGAACTACTAGTACCCT TCAGGAACAAATA%TGGATGACA ......... QATAATCCACCT ATCCCAGTAGGAGAAATTTATAAAAGATGGATAATCC 1591

F_CONSENSUS ~ ------- ?2----- T--emm-- T----- Tommmm et CA e GC--GC----- G------ G----2--Cmmmme e C--- 937
FI_BEEV80 ------- G----T----- G----T----- R CA--------- G........ &CC--C----- G------ G----C-Commmmmmeeeee C--- 934
F1_BR. 93BR020 e A-G T T----- Temmm e eiaeaaaanaas CA-mmmmmmmee &CC--C----- G------ [c Goecmmmmmmeeem e C--- 922
F2_CM MP255C ~ ----e--e----- T--emee- - Tom i m e AG--mmmemem L &G -GC---- CG wmmmmmmmmmmm e Commmmmmmmm e 790
F2_CM MP257C  semmeeimee i T-mmmmmmm- Cmrmmmm e as Commmmmm e -GC--C----- [ S [ I 802
FI“Fl.FIN9363 ~ -=----- L C-T----- e CA-wmmmmmmem -G--C----- G------ G----C-Crmmmmmmmmmnns G--- 926
F1_FR MP411 ----e-------- T--v-- T-eommomena- e CA----mmmmm -GC-G----- G------ G----C-Cmmmmmemme- G--- 790
G_CONSENSUS S A - Trmmmmm e G---mmmmm - Ammmmme o C........ I @ & N Gommmmmm e 1587
G_BE. DRCBL e A-G-CG---Cmeee e IEEEEET T G--rmmem e G------- G--A--mmme-- C........ -CC--C----- G------ o 1555
G FI . HH87932 A A T-mmmmmm-- C------ A--Gommmeeeee-- Ammeeman- Coovien B R O R [ P 993
G NG 92NQX083 A A G-T--T-------- LR [ Ammmmme- Covii SGC-Cmmmmmmmm e Go-mmmmn- @ 957
G_SE. SE6165 S A Tommmmmmmmm s T----G--mmmmmmm - - ACT-------- [ GC-Cmmmmmmmmm - Gommmmmmm e 994
H CONSENSUS ~ ------mmmmmmomoiooo [ e Cmmmmmme e GaC------ Do [ S o S o 976
HBE VI991  eeeeeeeie e LR R G--Crmmmmme e &G ---- CG-A-T----- G----C-C---- [ 983
HBE VI997  ceeeeeeeaaia oo C-T----- I [ GC----- AG --------G---- C-Cmmmmmmmmmmeeee e 918
H_CF. 90CF056 A C-Trmmmm e G-mmmmmmemm e Crmmmeeeee & ----- G--mmmmm-- G----C-Commmmmmmmmmmm e m 938
J_SE. SE91733 e G Tommm e A mCrmmm e L GC--C---- Gommmmmmmm e G----n-- T- 915
J_SE. SE92809 -G e D Cmmmmmm e L € @ Grrmmmmm e T- 914
K_CM MP535C Ao G----G----mmeee - C-Crmmmmmmmm e [ -GC-GC----- G------ [ S o T 790
K_CD. EQTB11C A A Te---- G----Tommm e - CG-Tomrmmimmme e - - AC--mmmmeee € O o N G----n-- Cmmmmmmmm s 790
CRFO1_AE CONSENSUS =~ -------G - ---mmmmmmo oo oo oo Ao Cmmmmmmmmm e G----C-C------- (R 1600
CRFO1_AE CF. 90CF402  -------------------- (o LR T LT T----- Gormmmmmm e -GC-GC------- T-om-- G---mnn- C------ AG ------m-- 1633 T
CRFO1_AE TH. 93TH253  ------- [ R Armmm - Commmmmmmmm e G----C-Corommmmn- [ 1608 =
CRFO1AE_TH CMP40  ------- Grmmm e aeoaeoas N Cormmnn- Coomemnnn G---G-giiillll G 1156 <
CRFO2_AG CONSENSUS - ------ (O e I Armmm B O G----CG-C----mmeee e 1129 II—‘
CRF02_AG DJ. DJ263 A G m e e oo Amm e e o P S S 945
CRF02_AG DJ. DJ264 ------- [ L T L TR Armmmmm e [N C'0 N Goco-CoCommmmmmmmm e 946 (@)
CRFO2_AG NG IBNG ~ ------- [ L R Ao € @ G------- [ G-- 1122 o
CRFO3”AB RU. KAL153 == o e mm oo e e oo G-Gommmmmmm- e C o T o N [P o S S 1366 S
CRFO4_CpX_CONSENSUS - - - mmmm e e A [ SR o NP [c [ 1591 T
CRF04_cpx_CY. 94CY032 -------------mmmmmmmomoo Tosm e Armmm e -GC--C----- G------ G-mmmme- @ T 957 Q
CRFO4_CPX_GR 97PVMY - - -omm oo m oo e A----- Gormmmmmm e I O & N [ G 1605 P
CRFO4 cpX_GR 97PVCH - ---mmmmmim o e Ammm L @ o S @ 1608 1)
AC_IN. 21301 S A [ G --C----- GT----- G--nmmn- @ T- 961
AC_RW 92RW09 R e T Crmmmmmm e e G- Teenon- Grmmmm e T- 935 )
AC_SE. ETSE9488 P A Armmmmmm e [ GG --CG------- | P [@ S o 2 T- 796 o)
AC ZM ZAMLBA  mmm e e e e clli GG - Cm e G o o 964 3
ACD_SE. SE8603 ~ se-memememmmmmeoeomao- 8 Coommmeee e o C.G LIl o3 3
AD SE. KESE7108 =~ === === mmmmmmmmmmmmmmmmmmmmomeo e N e o P 796
ADH NO. NOG L3 =~ mmmmemmmmmmmmi e CGoommmmm - - Acmmmeeeee - Goommmme @ G----G-Cmmmmmmmmmmmee e 1607
ADU CD.MAL ~~ e-eeeeeieeemoo Acmmm e Armmmm L S -G G----C-Crmmmmmemm e 1169
AG_NG 92NRX003 me et A LR G---m-mm--- AC-------- C...ovt. JRNC @R o SR [ T- 958
AGU_CD. Z321B Ry L EE LR O R T [ A-mmee-- Co..oivt -GG -C e o T- 805
AGJ_AU. BFP90 S A LR SGC -G G---mnn- @ 1616
AG)_M.95M.84 c----e-ieio-eeoooooooo LR Rt Tommm e R @ & G---mn-- @ 828
AJU BW 98- 2117 “Aree-e--- Gomm Acmmmmm e L -GC------- C--mmm-- G----C-Commmmmmmmmmmm e 987
BF BR 93BRO29  ------- G----Tommemeee - T----- LR R PR CA-mmmmmmmem -GC--C----- G------ G ommmmmmmmmm e C--- 943
MO_CM 97CAMP645MO P A A A----- Ammmem- Crmmmmee e € O o N R o T- 971
O_CM ANT70 - A-G - - CA----------- T--T--G-A---- C---AG-A-G----TCAC----CT--C...... AGBCCC--C- A - - - - - - - - - - - C-CG---G-A------ G Gr 1640
O_CM MVP5180 e A-Gm- - CA-----mmmm-- T--T----- A---- C-AAG-A-G----TAT----- CT--T...AGAGEECEC---C. . . T-------mmmmam - - CG-CG---G-A------ GG 1615
N_CM YBF30 -AG - C-T--A------- Toocmemeea A---- C---- GGCA- - - - - GG GCT-------- T .. &C----- T---GT--cmmmmmn- Toeemmn- G-ommmmmmm - G-- 1155
srvepzus - seseiiioio e C--mmmmee- - T--em---- G-CG-CG--T-G-A----- GG-C-mmmmmem GCA--GC---- C-Teveeennne-- C-A---G------ GGG-- 1639
S| VCPZGAB --CA-G-G------- T----- T-------- G-CG-CG-CG-A-G---------- T--G---CA---......... CCA- - - - - T--C---------- G-TG----- G------ G---TT 1652
S| VCPZANT -AT-A--G------ CA-------- T-------- G-A-A-CG-AGG----G-G-CCA------- T-- ACACCTCAAC- G - -GG CGAG - -------- G-CG-CG----G------- C--A 1012
p24 Capsid QMREPRGSDI_AGT TSTLQEQI GWMT . . .. NNPZPI_PVGEI_Y KRWI_I__ Gag

€9

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR HXB2 TGGGATTAAATAAAAT AGT AAGAAT GTATAGOCCT ACCAGCAT TCTGGACAT AAGACAAGGACCAAAGGAACCCT TTAGAGACTATGTAGACCGGT TCTATAAAACT CTAAGAGOCGAGCAAGCTTCACAGG 1723 2
A_CONSENSUS GIT T----T----A G----A C TA T G----T A 1224

ATKE. Q317 1187

ASE. UGSE8891 928

ASE. TZSE8538 928

A_SE. UGSE6594 928

A_SE. UGSE7535 952

A_SE. SOSE7253 930

A_SE. SE8131 1119

A_UG U455 1178

A_UG 920037 1093
B_CONSENSUS 1771

B_AU. MBC200 1722

B AU. MBC925 1728

B CN RL42 1095

B_DE. HAN2 1192

B DE. D31 1269

B_ES. 895P061 1272

B_GA OVl 1269

B_GB. MANC 1669

B_GB. CAML 1725

B_NL. ACH320A 1725

B_TW LM49 1722 I
B_US. SF2CG 1730 =
B_US. DH123 1720 <
B_US. NY5CG 1723 AN
B_US. ADB 1723 o
B_US. WOl PR18 1269 G
B_US. Y2 1721 S
B_US. JRCSF 1723 3
B_US. W 1729 S
B_US. BCSG3 1270 o)
B_US. 896 1722 )
B_US. WEAUL60 1722 i)
B_US. RF 1237

B_US. WR27 1102 3
C CONSENSUS 1212 )
C BR 92BR025 1067 3
C BW 96BV0402 1207 3
C BW 96BW104 1104

C BW 96BW5C02 1205

C BW 96BV502 1201

C BW 96BW6B01 1204

C BW 96BW1210 1107

C BW 96BW7B03 1081

C BW 96BW1B03 1204

C ET. ETH2220 1097

CI'N. 301999 1093

C I N. 21068 1092

C I N. 301905 1092

€I N. 301904 1092

CIN. 11246 1083
D_CONSENSUS 1727

D_UG 94UGL14 1072

D_CD. NDK 1258

D_CD. ELI 1269

D_CD. 7226 1726

D_CD. 84ZR085 1240




B _FR. HXB2 TGGGATTAAATAAAATAGT AAGAAT GTATAGCCCTACCAGCATTCT GGACATAAGA(%AGEACCAAAGEAACCCT TTAGAGACTATGTAGACCGGT TCTATAAAACTCTAAGAGCCGAGCAAGCTTCACAGG 1723
-A GI T G A T T A

F_CONSENSUS 1068
FI_BE. VI 850 1066
F1_BR 93BR020 1054
F2_CM MP255C 922
F2_CM MP257C 934
F1_FI . FI N9363 1058
F1_FR MP411 922
G CONSENSUS 1718
G BE. DRCBL 1687
G FI . HH87932 1125
G NG 92NG083 1089
G_SE. SE6165 1126
H_CONSENSUS 1108
H_BE. VI 991 1115
H_BE. VI 997 1050
H_CF. 90CF056 1070
J_SE. SE91733 1047
J”SE. SE92809 1046
K_CM MP535C 922
K_CD. EQTB11C 922
CRFO1_AE_CONSENSUS 1732
CRFO1_AE_CF. 90CF402 1765
CRFO1_AE_TH, 93TH253 1740
CRFO1_AE_TH. CM240 1288
CRF02_AG_CONSENSUS 1261
CRF02_AG DJ. DJ263 1077
CRF02_AG DJ. DJ264 1078
CRF02_AG NG | BNG 1254
CRF03”AB_RU, KAL153 1498
CRF04_cpx_CONSENSUS 1723

CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC | N_21301

AC_RW 92RWD09

AC_SE. ETSE9488

5
3
sswoue9) 8l [dwo) T-AIH

AD_SE. KESE7108

ADH_NO. NOG L3 1739
ADU_CD. NAL 1301
AG NG 92NG003 1090
AQU_CD. Z321B 937
AG)_AU. BFP90 1748
AGI_M.. 95M.84 960
AJUBW 98- 2117 1119
BF_BR 93BR029 1075
MO_CM 97CAVP645MD 1103
O_CM ANT70 1772
O CM MWP5180 1747
N_CM YBF30 B G (Y I e T---Gl--eoe--- A-G-CA-rmmammmma- [ Coommrmmmmeemn Acceen-- o An-- G-AA----- 1287
STVCPzUS “A-GCT------ G----- A--nn- CT-T--CGITG T--CT-A- - T-- G AG - G == == T- - Ac= G o= mm o memmmem e o Ac-nee-- C---- AT---m--- Ac-Acmemnn- T-CA 1771
S| VCPZGAB “A-G----C--GG-T-rmm-nn-- T----AGTA--T--C--T----- Commnn-- G--mnn-- G Too--- G--AA---- Connn- ) 1784
SIVCPZANT e GG G-C-GN----- T--AGT---e--- A-GomAreememnmnae A-G--n-Cnn-- Te---- G-TA A --eemnem-- AAT----- A-A-Gomrmnn- Cc 1144
p24 Capsid LLGL NKI_ VRMY SPTSI L DI RQGPKETPFRDYVDRFJYKTLRAERQAS Q.  Gg

<9

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR HXB2 1855 o
A_CONSENSUS 355 o)
ATKE. Q317 1319

ASE. UGSE8891 1060

ASE. TZSE8538 1060

A_SE. UGSE6594 1060

A_SE. UGSE7535 1084

A_SE. SOSE7253 1062

A_SE. SE8131 1251

A_UG U455 1310

A_UG 920037 1225
B_CONSENSUS 1903

B_AU. MBC200 1854

B AU. MBC925 1860

B CN RL42 1227

B_DE. HAN2 1324

B DE. D31 1401

B_ES. 895P061 1404

B_GA OVl 1401

B_GB. MANC 1801

B_GB. CAML 1857

B_NL. ACH320A 1857

B_TW LM49 1854 I
B_US. SF2CG 1862 =
B_US. DH123 1852 <
B_US. NY5CG 1855 AN
B_US. ADB 1855 o
B_US. WOl PR18 1401 G
B_US. Y2 1853 S
B_US. JRCSF 1855 3
B_US. W 1861 S
B_US. BCSG3 1402 @
B_US. 896 1854 )
B_US. WEAUL60 1854 i)
B_US. RF 1369

B_US. WR27 1234 3
C CONSENSUS 1344 s}
C BR 92BR025 1199 3
C BW 96BV0402 1339 3
C BW 96BW104 1236

C BW 96BW5C02 1337

C BW 96BV502 1333

C BW 96BW6B01 1336

C BW 96BW1210 1239

C BW 96BW7B03 1213

C BW 96BW1B03 1336

C ET. ETH2220 1229

CI'N. 301999 1225

C I N. 21068 1224

C I N. 301905 1224

€I N. 301904 1224

CIN. 11246 1215
D_CONSENSUS 1859

D_UG 94UGL14 1204

D_CD. NDK 1390

D_CD. ELI 1401

D_CD. 7226 1858

D_CD. 84ZR085 1372



B _FR. HXB2 AGGT, AAAAAATTGGATGAOAGAAACCT TGITGGTCCAAAAT GCGAACCCAGATTGTAAGACTATTTTAAAAGCAT TGGGACCAGCGGCTACACTAGAAGAAAT GATGACAGCATGTCAGGGAGTAGGAGGAC 1855
? C G G 1

F_CONSENSUS 199
FI_BE. VI 850 1198
F1_BR 93BR020 1186
F2_CM MP255C 1054
F2_CM MP257C 1066
F1_FI . FI N9363 1190
F1_FR MP411 1054
G CONSENSUS 1849
G BE. DRCBL 1819
G FI . HH87932 1257
G NG 92NG083 1221
G_SE. SE6165 1258
H_CONSENSUS 1240
H_BE. VI 991 1247
H_BE. VI 997 1182
H_CF. 90CF056 1202
J_SE. SE91733 1179
J”SE. SE92809 1178
K_CM MP535C 1054
K_CD. EQTB11C 1054
CRFO1_AE_CONSENSUS 1864
CRFO1_AE_CF. 90CF402 1897
CRFO1_AE_TH, 93TH253 1872

CRFO1_AE_TH. CM240

:
o
:

:
N
&
2
g
N
&

.
N
&
g
g
[
2

948
7
:

CRF03_AB_RU. KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032

CRFO4_cpx_GR 97PVIWY 1869
CRF04 cpx_GR 97PVCH 1872
AC IN"21301 1225
AC_RW 92RWD09 1199

AC_SE. ETSE9488

sswoue9) 8l [dwo) T-AIH

AD_SE. KESE7108

ADF_NO. NOGI L3 1871
ADU_CD, MAL 1433
AG NG 92NG003 1222
AGU_CD. Z321B 1069
AG)_AU. BFPOO 1880
AGI_M_. 95M.84 1092
AJUBW 98- 2117 1251
BF_BR 93BR029 1207
MO CM 97CANP645MD 1235
O CM ANT70 1904
O_CM MVP5180 1879
N_CM YBF30 1419
STVCPZUS 1903
Sl VCPZGAB 1916
S| VCPZANT 1276
p24 Capsid EVKNWMTETLLVYQNANPDG CIKTI LKALGPAATLEEMMTACOGVGG  Gg

YA

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

See Kaye, J Virol 72(7): 5877-5885 (1998) for role of Gag p2 in RNA encapsidation (o))
| Gag-Pol fusion TF protein start (e}
Gag p24 Capsid end\/ Gag p2 start Gag p2 end \/ Gag p7 Nucl eocapsid (NC) start
B_FR. HXB2 CCGGCCATAAGGCAAGAGT TTTGGCTGAAGCAATGAGCCAAGTAACAAATTCA. . ..o GCTACCATAAT GATGCAGAGAGGCAATTT TAGGAACCAAAGAAAGATTGT TAAGTGTTTCAATT 1972
A_CONSENSUS A G G T -G A- A &G --GA...-C&A (o3 1468
A_KE. 2317 1430
A_SE. UGSE8891 1171
A_SE. TZSEB8538 1171
A_SE. UGSE6594 1171
A_SE. UGSE7535 1195
A_SE. SOSE7253 1176
A_SE. SE8131 1362
A_UG U455 1421
A_UG. 92U037 1336
B~ CONSENSUS 2033
B_AU. MBC200 1971
B_AU. MBC925 1977
B_CN. RL42 1359
B_DE. HAN2 1441
B_DE. D31 1518
B_ES. 89SP061 1521
B_GA. OVl 1515
B_GB. MANC 1918 T
B_GB. 1974 =
B_NL. ACH320A 1974 I<
B_TW LM49 1971 =
B_US. SF2CG 1979 0
B_US. DH123 1969 o
B_US. NY5CG 1972 3
B_US. AD8 1972 S
B_US. WCI PR18 1518 =
B_US. YU2 1970 @
B_US. JRCSF 1972 (0]
B_US. 1978 ®
B_US. BCSG3 1519
B_US. 896 1971 %
B_US. WEAU160 1971 Q
B_US. RF 1486 3
B_US. WR27 1351 {B
C_CONSENSUS 1458
C BR. 92BR025 1313
C_BW 96BW402 1450
C_BW 96BWL.104 1350
C_BW 96BWL5C02 1451
C_BW 96BW502 1447
C_BW96BWL6B01 1450
C BW96BWL.210 1353
C_BW 96BWL7B03 1327
C_BW 96BW1B03 1450
C ET. ETH2220 1343
C_I'N. 301999 1336
C_IN. 21068 1335
C_I'N. 301905 ST----- CG-A------- G------- G---mmme e CG-AC--AC.....oi B O A-emmee AAGG TCT- AG GA-------- A--eeo-- (o3 1335
C_I'N. 301904 1335
C_IN. 11246 1326
D_CONSENSUS 1979
D_UG 94UGl114 1324
D_CD. NDK 1510
D _CD. ELI 1521
D_CD. 2276 1978
D_CD. 84ZR085 1492




See Kaye, J Virol 72(7): 5877-5885 (1998) for role of Gag p2 in RNA encapsidati on/

Gag- Pol fusion TF protein st art

Gag p24 Capsid end\/ Gag p2 start Gag p2 end \/ Gag p7 Nucl eocapsid (NC) start

B _FR. HXB2 CCGCGCCAT. G(IAAGAGT TTTGCCTGAAGCAATGAGCCAAGTAACAAATTCA. . .o GCTACCATAATGATGCAGAGAGGCAATTTTAGGAACCAAAGAAAGATTGT TAAGTGTTTCAATT 1972
F_CONSENSUS T7 G G A G A G GA- A T 1311
F1_BE. VI 850 1309
F1_BR 93BR020 1300
F2_CM MP255C 1168
F2_CM MP257C 1180
F1_Fl . FI N9363 1301
F1_FR MP411 1168
G_CONSENSUS 1968
G_BE. DRCBL 1939
G_FI . HH87932 1377
G_NG 92NX083 1344
G_SE. SE6165 1378
H_CONSENSUS 1360
H BE. VI 991 1367
H_BE. VI 997 1302
H_CF. 90CF056 1322
J_SE. SE91733 1293
J_SE. SE92809 1292
K_CM MP535C 1168 T
K_CD. EQTB11C 1168 =
CRF01_AE_CONSENSUS 1974 <
CRFO1_AE_CF. 90CF402 2008 II—‘
CRFO1_AE_TH. 93TH253 1983
CRFO1~AE_TH, CM240 1531 (@)
CRF02_AG_CONSENSUS 1504 Q
CRF02_AG_DJ. DJ263 1320 3
CRF02_AG _DJ. DJ264 1321 =3
CRF02_AG_NG. | BNG 1497 @
CRF03_AB_RU. KAL153 1741 o
CRF04_cpx_CONSENSUS 1974 o)
CRF04_cpx_CY. 94CY032 1341
CRF04_cpx_CR. 97PVMWY 1989 8
CRF04_cpx_GR. 97PVCH 1992 o
AC_IN. 21301 1336 3
AC_RW 92RW09 1313 8
AC_SE. ETSE9488 1174
AC_ZM ZAML84 1345
ACD_SE. SE8603 1294
AD_SE. KESE7108 1171
ADH_NO. NOG L3 1982
ADU_CD. VAL 1550
AG_NG 92NG003 1342
AGU_CD. 7321B 1189
AGJ_AU. BFP90 1994
AGI_M.. 95M_84 1212
AJU_BW 98- 2117 1362
BF_BR. 93BR029 A 1324
MO_CM 97CAMP645MO -TA------- A---- G---------- G------------ CGCCAGCGGA-. .., SG e G--G--- CAA-A----------- C 1346
O _CM ANT70 -AACT-------- C---- CC-A-A-------- GCTAC- - CCCAGC- AGATTTGAAAGGAGGATACA- AG AG -T-C--- - - A---- GC- AAA- CCA- TTAGG A- GGA- C- A- A - Ac - == - - - - (o3 2036
O_CM MVP5180 -AACT--G------ A-A-ACA-A-------- GCTTCT- CCCAGC- AGATTTAAAAGGAGGATACA- AG AG -T-C-- - - - A---- GC- GAA- CCA- - TAG - A- GG CCCA-A--A- -G ------ 2011
N_CM YBF30 SACA - - GC-A-A-G-T---TCA--G-GCAGC-GC--ACA. .. ......... A---GIG CT-TCCA--A--G -A--C---AAGG AT---G - ACCCA- - - - A---------- 1539
SI'VCPZUS ---CT-----cme--- G-C-A------- C--T----- AGA--CCC............... T-AGG-T-TCA---A--A-CCCG---GCGGGAAPMAC-A---- T---- 2020
SI VCPZGAB -ATCT----------- G--CA------- C --TCAATG - TCAG - - CA-GCGAGA. . ... ... --AGATG TT-CT-C----AG - AC-AGG GC- GG - C- - A- - GA- AAA-A--A--C-T-- - - 2039
SI VCPZANT SACG e G----A---- T---GCTTCT-CT-AT---G - CAGGGA. . . . .. ACC- - AGT- T- TC- - CA- AGAG CAATGGAAA- - - AGGAGG - A--GACC-C- G- - A--- - - T--C 1402
p24 Capsid PG H K A RV L A E A | », Q VT NS . .__._._ .. AT I_MMQRGNFRNOQRIKI_V KCF N_ Gag

Gag p24 en \ Gag p2 s Gag p2 end /t Gag p7 Nucl eocap3| d (NC) start 8

Gag- Pol TF start

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

Gag-Pol -1 ribosonmal slip site ~
Gag p7 Nucl eocapsid end \/ Gag pl start o
B_FR. HXB2 GTGGCAAAGAAGGGCACACAGCCAGAAAT TGCAGGEGECCCCT AGGAAAAAGGGCT GT TGGAAAT GT GGAAAGGAAGGACACCAAATGAAAGATTGTACT. . . . .. GAGAGACAG . . CCTAATTT. TTTAGGG 2094
A_CONSENSUS A---CT G G C-C R L 1590
Y e A ey S & L L e € R € R el O | S e 1552
A_SE. UGSE8891 1293
A_SE. TZSE8538 1293
A_SE. UGSE6594 1293
A_SE. UGSE7535 1317
A_SE. SOSE7253 1298
A_SE. SE8131 1484
A UG U455 1543
A UG 92UR037 1458
B_CONSENSUS 2161
=IO = (o o[ e L S e C A e R R 2093
IO = (ol T e L L S O R e 2099
oI I R L I e E I I T 1481
oI = Y e P T e € S o W T 1563
= = o e N e P S el C e I 1640
e =S e TS 201 e L S i C e € R e 1643
= e I e P S e el G I 1637
oI = N A L i € R P el C R e I I 2040
I e e L S e B e L < P R R 2096 T
I e o c 0 N e L I T 2096 —
B TWLMIO e e e Tee s A e mm e m T e e e s A e AT e A e e 2093 I<
SIS = e c T et L S € € R € R 2101 _
SIS n i e L R S e el LR R 2091 o
SIS N e T el L S T e T 2094 o
SIS el L S € R N R 2094 3
B_US. WCI PR18 1640 S
B_US. YU2 2092 =
B_US. JRCSF 2094 @
B_US. 2100 (0]
B_US. BCSG3 1641 )
B_US. 896 2093
B_US. WEAU160 5093 ®
B_US. RF 1614 Q
B_US. WR27 1473 3
C_CONSENSUS 1580 8
(ol = 0 S el C e I L P e S € O I € N 1435
(ol =T LY=o el G L & € R e O e C O 1572
CBW96BWL104 ~ mcmeeimmeieie e T e e s Grmm s A m e e s s A et ee e e e Cme e -GG e e 1472
(ol =TT LT = T e o € e LT R L T I O € S 1573
C BW96BWS502  mmmeeeeGmmmmmm T Tom e e Acmm e e e s Armm e e e e e e A e et A e e e Crmm e L mmm e e e 1569
(ol = A L] T o= 0 R el e e € el S S - G-- 1572
CBW96BWL210 @ ----T-=G--mmmmmeeTommmmmeeeeee et Aree e e Crmmmmmm e e e e e e e eee e eeeeee e e e e G e Te e - AG e e e 1475
(ol =TT LT = =0k T € e e o] R e T - e € I 1448
C BW9BBWLIB03 W m-m-eeoGmmmmmmmm s Tom o e e e e e e e A e e e e G s A -G e e 1572
(ol = S 1 74 1 6] L I e O G R T 1465
(ol A< [0 K e L I € R Rl e T O C LT 1458
(ol A 0L 1< e € O] L T - S e O S € 1457
CIN. 301905 = =---=--Gmmmmmm s mCTrm s s s Arsmm s m e m e e iie e eeeeeeee e e nCe e e s G e e 1457
(ol A [0 K 0 S el G 6] L R e O C T 1457
C_IN. 11246 1448
D_CONSENSUS 2101
D_UG 94UG114 1446
eI N5 G el C e L S R - ST O € T & | S T 1632
e = e L | S € e el O - SRR & T 1643
DI 7y e L S S e C e Rl O € & S 2100
D _CD. 84ZR085 = cemmmmmmee e e e e A m e e e Te e e e e e e e e Crme L r A e e 1614




Gag-Pol -1 ribosonmal slip site
Gag p7 Nucl eocapsid end \/ Gag pl start

B _FR. HXB2 GT'GGCAAAGAAGGGCACACAGCCAGAAAT TGCAGGGCCCCTAGGAAAAAGGECECT GT TGGAAAT GTGGAAAGGAAGGACACCAAATGAAAGATTGTACT. . . . . . GAGAGACAG. . . GCTAATTT. TTTAGEG 2094
F_CONSENSUS A T A A C-GC A .. 1433
F1_BE. VI 850 1431
F1_BR 93BR020 1422
F2_CM MP255C 1290
F2_CM MP257C 1302
F1_FI . FI N9363 1423
F1_FR MPA11 1290
G_CONSENSUS 2089
G_BE. DRCBL 2061
G_Fl . HH87932 1498
G_NG 92N@083 1466
G_SE. SE6165 1500
H_CONSENSUS 1482
H BE. VI 991 1489
H_BE. VI 997 1424
H_CF. 90CF056 1444
J_SE. SE91733 1415
J_SE. SE92809 1414
K_CM MP535C 1290
K_CD. EQTB11C 1290
CRF01_AE_CONSENSUS 2096
CRFO1_AE CF. 90CF402 2130
CRFO1_AE TH. 93TH253 2105

.
2%
%

;
:
:

:
N
&
2
g
N
&

9
o
N
23
8
g
N
i

CRF02_AG NG | BNG
CRF03_AB_RU. KAL153

CRF04_cpx_CONSENSUS 2096
CRF04_cpx_CY. 94CY032 1463
CRFO4_cpx_GR 97PVIWY 2111
CRF04_cpx_GR 97PVCH 2114
AC IN. 21301 1458
AC_RW 92RW009 1435

sswowes ap|dwo)d T-AIH

AC_SE. ETSE9488 1296
AC_ZM ZAML84 1467
ACD_SE. SE8603 1416
AD_SE. KESE7108 1293
ADH_NO. NOG L3 2104
ADU_CD. MAL 1672
AG NG 92NRX003 1464
AQU_CD. Z321B 1308
AGJ_AU. BFP90 2116
AGI_M.. 95M.84 1334
AJU_BW 98- 2117 1484
BF_BR. 93BR029 1446
MO_CM 97CAMP645MO 1468
O _CM ANT70 2161
O_CM WP5180 2136
N_CM YBF30 1667
ST VCPZUS . 2148
S| VCPZGAB G T---CT G-C-A - GA -TG . 2161
S| VCPZANT -CG-T----- G-CG-T--T--A--------- Ao A-AGG-A---- CG---G------ O GC-T-- - A- C- - - G- AGCAACAA- T- G- GGAAAA- TA- - - =< << - = - - 533
Gag Pol TF / F R Gag Pol
Gag p7 NC C GKE GHTARNTCRAPRIKIKGCWKT CGKEGHQMKDTCT_ . ._ER_ A —_ G Ga

TL

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

Gag pl end \/ Gag p6 start ~

B_FR. HXB2 AAGATClT ﬁEClclT F’ﬁZT ACAAGGGAAG. . . GCCCAGGGAATTTTCTTCAGAGCAGACC. . .. ... .. 2181 N
Ay
stem | oop-stem -1 slip

A_CONSENSUS A-T AG G-.. A G- 1680
A_KE. Q2317 G-... 1639
A_SE. UGSE8891 1380
A_SE. TZSE8538 1380
A_SE. UGSE6594 1380
A_SE. UGSE7535 1404
A_SE. SOSE7253 1385
A _SE. SE8131 1565
A UG U455 1630
A UG 92UG037 1548
B_CONSENSUS 2257
B_AU. MBC200 2180
B_AU. MBC925 2186
B _CN. RL42 1568
B_DE. HAN2 1650
B _DE. D31 1727
B_ES. 89SP061 1739
B_GA OvI 1724
B_GB. MANC 2127 T
B_GB. 2183 =
B_NL. ACH320A 2183 I<
B_TW LM49 2180 =
B_US. SF2CG 2188 0
B_US. DH123 2178 o
B_US. NY5CG 2181 3
B_US. AD8 2181 S
B_US. WCI PR18 1727 =
B_US. YU2 2179 @
B_US. JRCSF 2181 o
B_US. 2184 o
B_US. BCSG3 1728
B_US. 896 - 2180 %
B_US. WEAU160 - 2180 Q
B_US.REF = se A e e Gommmm e mmmmmm e s G e e e e e 1701 3
B USWR7 - W--Crreree s G e TKememm L mmm e s R s G e s A e e e T i mm G 1560 8
CCONSENSUS  ~ =-A-T---------GC------G-GAG----------=Cmmmmmmmmmmmm ... .--=-=------------ - AGAGAG???CAGACCAGAGCCAACAGCCCCACG- - G === == == == - - - 1700
CBR 92BR025 = = A =T -G -G --G - mm s A Cmm e m s A e s A mm e T 1522
CBW96BW402 - A -T--mmmoosCmmmmm=Gm o immmmmmm e s G m e s e m G 1659
C _BW96BW. 104 1555
C BW96BWL5C02  m---eTemmmmeeeeGrmmmmmmmme o mmmmmmmme e e Grmmme e s Ac e e c A mm e i mm G 1660
CBW96BW502  --A-T---------C------G-. -G -C - A---T-. . mmmme e Gme - - - AL L. ... .. .. AGTACCAACAGCCCCACG- -G === === === = - - 1674
C BW96BWLGB01 == A--Te-emeeeeaCmmmmoaGm o immmmmmmm e e e CGrmmmmmmmmm e mm L mmmmm e i m G 1659
CBW96BWL210 @ == A -Te-emeeeeeCmmmnmneGm o immmmmmmmmm e Crmmmmmmm e mmmm e T i m G 1562
CBW96BWL7B03 --A-T--o-n-e-C -G GAG -----mmmmo=Cmmmm e c AemGrm s e mm G 1538
C BW96BW1B03  --A -T---o-eoooGommmmmmmmemmmmmmme e e n Crmmm e s A s T e s T i m G e 1659
C_ET. ETH2220 1585
C_I'N. 301999 1572
C_I'N. 21068 1544
C_I'N. 301905 1544
C_I'N. 301904 1544
C IN 11246 1535
D_CONSENSUS 2194
D_UG 94UG114 1539
D_CD. NDK 1719
D CD. ELI 1730
D _CD. 7276 2187
D _CD. 84ZR085 1700




Gag pl end \/ Gag p6 start
B_FR. HXB2 AAGAT! CIT |G|GC|C|T FPFR' {AC‘AA|GGGAAG .. C;l(jl(:iAl(BGGAATTI'TCT TCAGAGCAGACC. . . ......
n oop n
oop- st em pot ent! ri bosomal
F_CONSENSUS A-T A------ G-..
F1_BE. VI 850
F1_BR 93BR020

G_FI . HH87932
G_NG 92N@083
G_SE. SE6165
H_CONSENSUS
H BE. VI 991

H BE. VI 997
H_CF. 90CF056
J_SE. SE91733
J_SE. SE92809
K_CM MP535C

CRFO1_AE_TH. 93TH253

:
:
:

3
i
NN
85
=
=
Bg
(]

9
o
N
22
8
g
N
i

CRF02”AG NG | BNG
CRF03”AB_RU, KAL153
CRF04”cpx_CONSENSUS
CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC_I N_21301

AC_RW 92RWD09

AC_SE. ETSE9488
AC_ZM ZAML84

ACD_SE. SE8603

AD_SE. KESE7108
ADH_NO. NOGI L3
ADU_CD, NAL
AG_NG_92NC003
AGU_CD. 7321B
AG)_AU. BEP90
AG)_M_. 95M.84

AJU BW 98- 2117
BF_BR. 93BR029

MO_CM 97CAMP645MD
O CM ANT70

O_CM MWP5180

sswowes ap|dwo)d T-AIH

SI VCPZANT

Gag- Pol TF

Gag pé a

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

| Pol protease start ~
Gag-Pol TF end \/ ES
B_FR. HXB2 TCTGGGGTAGAGACAACAAC. . .. ... .. ... TCCCOCTCAGAAGCAGGAGCCGAT. .. ... . ... AGACAAGGAACTGTA. .. ... ... TCCTTTAACTTCCCTCAGGTCACTCTTTGGCAACGACCCC 2280
A_CONSENSUS T A---- T-G CT C A--A G CCCACC. . . GT AA T- 1782
AKE. @317 1738
A_SE. UGSE8891 1482
A_SE. TZSE8538 C A-A S, 1479
A SE. UGSE6594  ATA--AA----T-G............... CcC. 1464
ASE.UGSE7535  ATGA---A----T-G......coovon... C A A GT 1497
ASE.SOBE7253 ~ ATG---A----T-G....ovvnrn.... 1484
ASE.SE8131 = ATG---A----T-G....oouvnrrn... ocC. A GT 1652
AUGUIS5E  ATG---AA--TG-............... 1726
AUG 92U037  ATGA---A----T-GT............... 1647
B_CONSENSUS ~ -T----- 7 2367
B_AU.MBC200  -T----- 2279
B AU MBC925 = -T-----AG ----c-n-- 2285
B_CN. RL42 T----- 1667
BDEHAN2 ~ -T-----A-CA--G.....enn... T 1746
B_DE. D31 T----- G G 1826
B_ES.89SP061 -T----- T 1838
B_GA. OVl C 1823
B_GB. MANC 2226
B_GB. CAML 2282 T
B_NL. ACH320A 2282 =
B_TW LM49 2279 <
B_US. SF2CG 2287 N
B_US. DH123 2271 o
B_US. NY5CG 2280 &
B_US. AD8 2280 3
B_US. WCI PR18 1826 2
B_US. YU2 2278 =
B_US. JRCSF 2292 )
B_US. 2295 )
B_US. BCSG3 1827 0
B_US. 896 2279
B_US. VEAU160 2279 o
B_US. RF 1797 o
B_US. WR27 1659 3
CCONSENSUS TG A-AG---------- 1805 R
C_BR 92BR025 T----- Acemceeaaae G G 1618
C_BW 96BW402 S c C 1746
C_BW 96BWL104 G CA LG Ae G 1640
C_BW 96BWI5C02 G G A G C G 1747
C_BW 96BW502 G G - 1773
C_BW 96BWI6B01 Y 1746
C_BW 96BWI210 STCA .. G 1652
C_BW 96BWI 7B03 STCA .. G 1625
C_BW 96BW)1B03 STCA .. Gommmmme 1746
C_ET. ETH2220 TG A-A-CA--C.oiiiiii 1672
C_I'N. 301999 TG A . Goammmm e 1659
C_IN. 21068 STCA . Goammmmme 1631
CI'N. 301905 STCA . Goammmmme 1631
CI'N. 301904 “TCGA .. G-----C i 1631
C_IN. 11246 -TCA .. G----- 1622
D_CONSENSUS B 2296
D_UG 94UG114 1635
D_CD. NDK ST 1815
D_CD. ELI ST 1826
D_CD. 7226 ST 2283
D_CD. 84ZR085 ST 1802



| Pol protease start
Gag-Pol TF end \/

B_FR. HXB2 TCTGGGGTAGAGACAACAAC. . . . ... .. ... TCOOOCCTCAGAAGCAGGAGCOCGAT. . . .o v ... AGACAAGGAACTGTA. . . ...... TOCTTTAACTTCOCTCAGGTCACTCTTTGRCAACGACDCC 2280
F_CONSENSUS STCP-AAG - -Trmmeee e C--T---Cormmmmmmmm- A-A L ----G--?--A ?-CCOGTATCG - -G - -G -------- VPR SR, T 1620
FI_BE. VI 850 CCC. G 1617
F1”BR 93BR020 1608
F2_CM MP255C 1476
F2_CM MP257C 1488
F1_FI . FI N9363 1609
F1_FR MP411 1482
G _CONSENSUS 2270
G _BE. DRCBL 2244
G FI . HH87932 1681
G_NG 92NQ083 1649
G_SE. SE6165 1677
H_CONSENSUS 1665
H_BE. VI 991 1669
H_BE. VI 997 1604
H_CF. 90CF056 1627
J_SE. SE91733 1595
J”SE. SE92809 1594
K_CM MP535C 1476
K_CD. EQTB11C C CC. 1476 T
CRFO1_AE_CONSENSUS ~ ATG ---A----- T- - - GGGGGAAGAGATAACCT- - TT?2- G- - - - - === - - - A ATCCTCC. . ....------- Gl-------- e 2296 =
CRFO1_AE_CF. 90CF402 CT--TTC CC. 2316 <
CRFO1_AE_TH. 93TH253 2267 s
CRFO1_AE_TH. CM240 1854
CRF02_AG_CONSENSUS 1812 O
CRF02_AG DJ. DJ263 1628 Q9
CRF02_AG_DJ. DJ264 1629 3
CRF02_AG_NG. | BNG 1805 O
CRFO03_AB_RU. KAL153 2049 @
CRF04_cpXx_CONSENSUS 2279 o
CRF04_cpx_CY. 94CY032 1646~
CRF04_cpx_GR. 97PVMY 2294
CRF04_cpx_GR. 97PVCH 2297 Q
AC | N 21301 1632 O
AC_RW 92RW09 1612 3
AC_SE. ETSE9488 1476 @
AC_ZM ZAML84 1641
ACD_SE. SE8603 1599
AD_SE. KESE7108 1479
ADH_NO. NOGl L3 2290
ADU_CD. MAL 1855
AG_NG. 92NG003 1647
AGD_CD. Z321B 1494
AGJ_AU. BFP90 2308
AGI_M.. 95M.84 1523
AJU BW 98- 2117 1667
BF_BR 93BR029 1632
MJ_CM 97CAMP645ND 1654
O CM ANT70 2335
O CM MVP5180 2310
N_CM YBF30 1874
SIVCPZUS 2340
SI VCPZGAB 2341
SI VCPZANT 1719
Gag- Pol TF e e - P Q VT L WQRP_ Pol
Gag Pol_TF e_d’ TT Pol protease start
Gag p6 L RS L F Gag o

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

Gag CDS end <-| ~
B_FR. HXB2 TCGTCACAATAAAGAT AGGGEGGCAACT AAAGGAAGCT CTATTAGATACAGGAGCAGAT GATACAGT AT TAGAAGAAAT GAGT TTGCCAGGAAGAT GGAAACCAAAAAT GATAGGGCGAATTGGAGGTTTTA - 2412 =2
A_CONSENSUS ST G---A------- A s G mmrm A m i CG-AA----a-- A s mm e m e o2 1914
A_KE. 2317 EEEEEE --GA----- - A -G mme s Ao C-AA------n--- A m e e C 1870
A_SE. UGSE8891 ST G--GA-------- AATG Ar - - A s s m e T--AA - A s m il 1614
A_SE. TZSE8538 ST G---AG---A A -G - s Ao C-AA-ccemmann- A---- Gommmm e o2 1611
A _SE. UGSE6594 “T------ G---AG------ R R € R e T C-AA--A------ A m e e e C 1596
A_SE. UGSE7535 1629
A _SE. SCSE7253 1616
A SE. SE8131 1784
A UG U455 1858
A UG 92UR037 1779
B_CONSENSUS 2499
B_AU. MBC200 2411
B_AU. MBC925 2417
B_CN. RL42 1799
B_DE. HAN2 1878
B_DE. D31 1958
B_ES. 89SP061 1970
B_GA. Ovl 1955
B_GB. MANC 2358
B_GB. CAML 2414
B_NL. ACH320A 2414 T
B_TW LM49 2411 =
B_US. SF2CG 2419 <
B_US. DH123 2403 [REY
B_US. NY5CG 2412 e}
B_US. AD8 2412 o
B_US. WCI PR18 1958 3
B_US. YU2 2410 S
B_US. JRCSF 2424 S
B_US. 2427 Q
B_US. BCSG3 1959 o
B_US. 896 2411 o
B_US. WVEAU160 2411
B_US. RF 1929 o
B_US. WR27 1791 o
C_CONSENSUS 1937 3
C_BR. 92BR025 1750 8
C_BW 96BW402 T AG 1878
C BW96BW 104 “T---Tee--- - AG------ C-GA------ [ D T R C-mmmmmmm-- AA-eeaanaaa. A---- G-smmmmmmm s Acmmmeaaa- C--- 1772
C_BW 96BW.5C02 “T---Tee-- - AG------ - Ao G----C---- G---- R T Acmmmmmmm e Acmmmmmmmmmmmmm o n 1879
C_BW 96BW)502 ST Tee-- - AG------ C-CGA---A-G-A-T----- Cmmmmmee- Ammmmmme e AA - Acmemmeeeeieeeaaa Ammmmmmmeaeo s 1905
C_BW 96BW.6B01 ST AG------ CG-GG------ G----G---- O R e R AA--A------ A s e G--- 1878
C BW96BWL210 I EERN EEE TR AG------ CG-GA-----mee- - G mmmm e C-AA----aa-- Armmmmmm e Acmmmmmmmm e 1784
C BW 96BW. 7B03 -T---T------- AG------ CG-GA---G------ Tomm o C-AA---amn A m o e e e 1757
C_BW 96BW1B03 BLEEEEEEEEEE GAG ------ C-GA------ G----C---- [ R AA - Arcmmmmm e - j 1878
C_ET. ETH2220 ST--T--e - - A--mmm-- A-G------- G----G---- [ R e R AA e Arcmm - Armmmmm e 1804
C_I'N. 301999 ST T - - AG------ G-GA--GA--G----CG---- [ LT GAA---------- Acmmmm - Armmmeem - G--- 1791
C_I'N. 21068 -T---T------ GAG ------ C-CGA---A-G----C---- G -G rmmmmmmmm e GA e A---- Goemrmemeeeeaa Accmmmmmme oo 1763
C_I'N. 301905 -T---T------ GAG ------ CG-GA---A-G----C----Cmmmmmmmmm e GAA-----m---- Acmemmeeie e Acmmmmmmea e 1763
C_I'N. 301904 -T---T------ GAG ------ CG-CGA---A-GA---C---- G -G mmmmmmmm e GAA -~ e Accmmmmmme oo 1763
C IN 11246 ST T-e- - - GAG ------ C-GAC-GA--G----C---- C-Grmmmmmmmm e GAA -~ R Acmmmmmmmeae o 1754
D_CONSENSUS ST Ar s Grmmmmm i m i AA-ecaanaaa. A s m sl 2428
D_UG 94UGL14 ST (€ L R AA - Ammmm e G-G--- 1767
D_CD. NDK  emeemeeeeeoioioo e AA oo N G oor e 1947
D CD. ELI -T---G------ A------- R R e Acmmmee o A m e e e e e 1958
D _CD. 2276 -T--T-------- A------- R R L e . R A m o e e e 2415
D_CD. 84ZR085 R R € S C-AA--------- AG - = - = s e e e e e eeeeeeaaaon 1934



Gag CDS end <-|

B_FR. HXB2 TOGTCACAAT AAAGATAGGOGECCAACT AAAGGAAGCT CTATTAGAT ACAGGAGCAGAT GATACAGT ATTAGAAGAAATGAGT TTGOCAGGAAGAT GGAAACCAAMAATGATAGGROGGAATTGGAGGTTTTA | 2412
F_CONSENSUS <A 2AG A-G---2 C-A A 1749
FI_BE. VI 850 1749
F1_BR 93BR020 1740
F2_CM MP255C 1608
F2_CM MP257C 1620
F1_Fl. FI N9363 1741
FI_FR MP411 1614

G CONSENSUS 2401

G BE. DRCBL 2376

G FI. HHB7932 1813

G'NG 92NGD83 1781

G _SE. SE6165 1809
H_CONSENSUS 1796

H BE. VI 991 1801

H BE. VI 997 1736

H_CF. 90CF056 1759

J”SE. SE91733 1727

J”SE. SE92809 1726

K_CM MP535C 1608

K_CD. EQTB11C 1608
CRFO1_AE_CONSENSUS 2428 T
CRFO1_AE_CF. 90CF402 2448 =
CRFO1_AE_TH 93TH253 2399 <
CRFO1_AE_TH. CM240 1986 .
CRF02_AG_CONSENSUS 1944
CRF02_AG DJ. DJ263 1760 (@)
CRF02_AG DJ. DJ264 1761 Q9
CRF02_AG_NG | BNG 1937 3
CRF03_AB_RU, KAL153 2181 T
CRF04_cpx_CONSENSUS 2411 @
CRF04_cpx_CY. 94CY032 1778 @
CRF04_cpx_GR 97PVMWY 2426
CRF04_cpx_GR 97PVCH 2429

AC I N'21301 1764 8
AC_RW 92RW09 1744 O
AC_SE. ETSE9488 1608 3
AC_ZM ZAMLB4 1773 @
ACD_SE. SE8603 1731
AD_SE. KESE7108 1611
ADF_NO. NOGI L3 2422
ADU_CD. MAL 1987

AG_ NG 92NG003 1779
AQU_CD. 7321B 1626
AG)_AU. BFP90 2440
AGI_M.. 95M.84 1655
AJUBW 98- 2117 1799
BF_BR 93BR029 1764
MO_CM 97CANP645MO 1786

O CM ANT70 2467

O CM M/P5180 2442

N_CM YBF30 2006
STVCPZUS - 2472

S| VCPZGAB A -C-G---AG--AA e TGT------ L c o Teocomaeees A ---GAG -~ ACAA- - A- A== CTT-- s s e e mmmmeemm o Acemaceeios 2473

S| VCPZANT ~GA-GGA- G TCTC -~ CA- - A - - AA-TGTG G- - - - - m e e e e o Teon-- C----- G---GG--TCA---- A-v-- AC - --- G--n--- CA-T--T-emmme- G--n--- 1851

Gag- Pol TF L VT I KI GGQLUKEAILLDTGADDTVILEEMSLPGRWEKEPIKMI_GGI_GGF_ Pl

Gag p6 _S_ S Q _% Gag CDS p6 en

L)

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2
A_CONSENSUS

A_KE. Q@317

A _SE. UGSE8891

A_SE. TZSE8538 e TCT---nnn-- Toeoon- N Acemane- Cormmeeean Tl 1743

A_SE. UGSE6594 -G A A T-------- T------ A A - G s m e e e [N [O . ) 1728

A_SE. UGSE7535 G A G---T-------- T------ AA -G -rmmmmmm s R Arevenn- (o Toeme-- 1761

A_SE. SC5E7253 -G A Te-mome-- T------ A A s G mm e e e e e e Arsmm e T---C-- 1748

A_SE. SE8131 T 1916

A_UG U455 1990

A_UG 92UGR037 1911
B_CONSENSUS 2631

B_AU. MBC200 2543

B_AU. MBC925 2549

B _CN. RL42 1931

B_DE. HAN2 2010

B _DE. D31 2090

B_ES. 89SP061 2102

B_GA. OV 2087

B_GB. MANC 2490

B_GB. CAML 2546

B_NL. ACH320A = ----meeieeemeeeeee o T T T I N T N NSNS b . 2546

B_TW LM49 2543 T
B_US. SF2CG 2551 =
B_US. DH123 2535 <
B_US. NY5CG 2544 (RN
B_US. AD8 2544 e}
B_US. WCI PR18 2090 o
B_US. YU2 2542 3
B_US. JRCSF 2556 S
B_US. \WN 2559 =
B_US. BCSG3 2091 @
B_US. 896 2543 o
B_US. WEAU160 2543 o
B_US. RF 2061

B_US. WR27 1923 o
C_CONSENSUS 2069 o
C_BR 92BR025 A T T G 1882 3
C BW96BWI402 ~  ------ee-eoo-o--o- ArcAmcccccnnnnas LR O ) N € SRS A--C---A---- AC--- 2010 f
C BW96BWM104 ~ ---------e-oo---ooo-os A---CT-------- T------ R T T R CG---A---- AC- - - 1904

C BW96BWM5C02 ~ ------e---eo--o-ooooos AeeoeTevennea- T------ AA-G- - L e G--A--mmme--- CG---A---- AC--- 2011

C BW96BW502 ~  ------e-e-iooiioooos A--GT-------- T------ A A - G m s e e e e e e Ammemeaa - CG---A---- AC- - - 2037

C BW 96BW6B01 EEEEEE R Ammm-o-- A---ACT-------- T------ A A - G m - mm e e e e e Accmmmmmme e A---- AC--- 2010

C BWO96BWL210  --------i-eoooooooooo- A--GT-------- T------ AA-G-------- Te e m e e e e e e - AG---A---- AC--- 1916

C BW96BWM7BO3 ~ ------------- A----o-- A--G---rmmeea - A A - G mm e e e e CA----mmmme-- C---C-T---GC-- 1889
C_BW96BW1BO3 ~  ---------- G--mmm - AEEEEEEEE T------ AA-G----ammm-e- C-G------- G Ammmmmmmee- C---A---- AC--- 2010

C_ET. ETH2220 ST A--A--eae- T------ AA-G-----nmme- Crmmmmmmm e C---- CA---mmmmmma C---AC---A--- 1936

CIN 301999 ---------- G-A------- A---CT-------- T------ AA-Gmmmmmmm e 0 T T Y N AC- - - 1923

C IN 21068 ---e--e------ A---- CGA---C-------- T------ AA-G--mmmmmmmmme s Cmmmmmm e Ammmmmeeao- C---A---- AC - - 1895

C IN.301905 ------------- A--eoo-- A---Cl--vv----- T------ AA -G Cmmmmmm e G--A--mmme--- CG---A---- AC- - - 1895
C_IN.301904  ------------- Amevnnn- A---Cl--vv----- T------ AA -G -rmmmmm e Cmmmmmm e Ammmmeeee- CG---A---- AC - - 1895

C IN 11246 ~ ------------- A--eoo-- A---Cl--vv---- T-ev--- AA-Gorme e Cmmmmmmm e Ammmmeeeo- C---A---- AC- - - 1886
D_CONSENSUS ~ ------mmmmmmmmmmii oo R e e j Coommmme- Commmmmm- 2560

D UG 94UGL14 ~  ==c-memmmmmmmmmaaeaas o e e 1899
D_CD.NDK e Acmcc e Toeeaoee e Tooemnn- [oRE (o 2079

DCDELI seeemmeeeeeoneeeoo R O R Grommm e G Comnmm--- T--mmnn- C--nm--- [ 2090

D CD.Z2Z6 = seeeeeseeeseeo--o-es Ammm L e R Toeeee-- G- [ 2547

D _CD.84ZR085 ~  -----ese-i-ieoo-o-es G Gommmmm e G Toeeee-- G- [ 2066



B _FR. HXB2 TCAAAGTAAGACAGT ATGATCAGATACT CATAGAAATCTGT GGACATAAA(X:T ATAGGTACAGTATTAGT AGGACCTACACCTGT CAACATAAT TGGAAGAAATCTGT TGACTCAGATTGGT TC-I:AC'I_I' TAA 2544
F CONSENSUS ~~ --------- Ammeea R G T-------- e P G-mmmmeee - G rmmmmm e S 877
FI BE.VI850 --------- Ao A- C —————————————— T----m--- CG-G--mmmmmmmmm - G--mmmmmm - e Armmmmm e T ....... 1881
F1_BR 93BR0O20  --------- Ar-mmmmeo - AGC-------------Tem- oo - CG----mmmmmmmm - G--mmmmmmmem - Grmmmmmr e . N— (ST Teoeo-- C 1872
F2_CM MP255C 1740
F2_CM MP257C 1752
F1_FI . FIN9363 1873
F1_FR MP411 1746
G_CONSENSUS 2532
G_BE. DRCBL 2508
G_FI . HH87932 1945
G_NG 92NX083 1913
G_SE. SE6165 1941
H_CONSENSUS 1928
H BE. VI 991 1933
H BE. VI 997 1868
H CF. 90CF056 1891
J_SE. SE91733 1859
J_SE. SE92809 1858
K_CM MP535C T G 1740
K_CD. EQTBLIC = ------------- A------- AG-TGT--G----T----- G-A-G------mmmm--- Gommmmm e et CAr e G-T------- 1740
CRFO1_AE_CONSENSUS -G -G A e T---mm--- T------ A Ar - G mm e e e e oo C---- Acmmmmmmmm e j P 2560
CRFO1_AE CF.90CF402  ------------- L LR T-------- T----- CA-A-G----mmmae- - G--mmmmeam - C-C--mmmmmeeeee [ N [ 2580 T
CRFO1_AE TH 93TH253 ----G----G-A-------------- T-mmomem e Tomme - - A A - G m s m e e oo C---- Armmmm e T---C-- 2531 =
CRFO1_AE_TH. CM240 oG- AG A LR e C---- R [ 2118 <
CRF02_AG_CONSENSUS 2076 II—‘
CRF02_AG DJ. DJ263 1892
CRF02_AG DJ. DJ264 1893 O
CRF02_AG NG | BNG 2069 o
CRF03_AB_RU. KAL153 2313 3
CRF04_cpx_CONSENSUS 2543 °©
CRF04_cpx_CY. 94CY032 1910 @
CRF04_cpx_GR. 97PVIWY 2558 )
CRF04_cpx_GR. 97PVCH 2561 o)
AC IN"21301 1896
AC_RW 92RWD09 1876 a
AC_SE. ETSE9488 1740 o
AC_ZM ZAML84 1905 3
ACD_SE. SE8603 1863 8
AD_SE. KESE7108 1743
ADH_NO. NOG L3 2554
ADU_CD. VAL 2119
AG NG 92NX003 1911
AGU_CD. Z321B 1758
AGJ_AU. BFP90 2572
AGJ_M.. 95M.84 1787
AJU BW 98- 2117 1931
BF_BR. 93BR029 G 1896
MO_CM 97CAMP645MO - ------------ A-mmme-- A---- T-------- T------ AA-G---nmmmaem - [ C---- Armmmm e G-T------- 1918
O CM ANT70 A AGA----- A-TG GACAG ----- - AGAA- - - AGGG G TACAG - A------ - - G-G------- T----- TooT--Temmem e - AA---- AGGAT-A- - - - - T--AC--- 2599
O CM M/P5180 N A-G----A CA TG GACAG - - - - G- ACAA- - - A- GG - - TACAG - A- = - = - - - G-Go--nmn-- Teo--- T--T--TC---G----CA-A---- AGGAT-A--A--T--AC--- 2574
N'CM YBF30 ~  -e----- (I Ny A-T---ACAG - - - G- - ACAG - - AGA- - - - - Y Acmvnen- T--T--T--Ammmmem - T--A-C--nmn-- G-T------- 2138
STVCPZUS B N N N OG- CAAT-------- AGAG - - AGA-- - - - ACAG --T--=-T--=-- [CHY/ N A-A-T--Ten--- C-G--AT--A-A-A---- Ac-T-mem-- 2604
slveezgaBe 00 oo CA--AT----ATG--A------ G-AGAA--GAGA----TAG ---G--------mmmmme e c Ao oo R LT AT----- A-AT-G----T---C-G 2605
S| VCPZANT -TTCC---CA------- A-CA-AG--C---C---TG A ACAGG G -TAG --CA------ CGGCIr-G----AACG-A-A---- T--A-T------ GT--ATG-TTT-A--A--T------- 1983
Prot ease I_K VRQYDOQI_ L I_EI_CGHKAI_GTV L VGPTPVNI_I_GRNILILTQI_ _GCTL_ Pol
~
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HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

Protease end \/ Pol p66 and p51 Reverse Transcriptase (RT) start 0
B_FR. HXB2 ATTTTCCCATTAGCCCTAT TGAGACTGTACCAGTAAAAT TAAAGCCAGGAAT GGATGGCCCAAAAGT TAAACAAT GGCCATTGACAGAAGAAAAAATAAAAGCATTAGTAGAAATTTGTACA. . . . .. GAGA 2670 o
A_CONSENSUS C-A T G AC 2171
A _KE. @317 2128
A_SE. UGSE8891 1872
A_SE. TZSEB8538 1869
A_SE. UGSE6594 1854
A_SE. UGSE7535 1887
A_SE. SOSE7253 1874
A_SE. SE8131 2042
A_UG U455 2116
A UG 92UG037 2037
B_CONSENSUS 2763
B_AU. MBC200 2669
B_AU. MBC925 2681
B _CN. RL42 2057
B_DE. HAN2 2136
B_DE. D31 2216
B_ES. 89SP061 2228
B_GA. OVl 2213
B_GB. MANC 2616
B_GB. CAML 2672
B_NL. ACH320A 2672 T
B _TW LM49 2669 -
B_US. SF2CG 2677 <
B_US. DH123 2661 =
B_US. NY5CG 2670 e}
B_US. AD8 2670 o
B_US. WCI PR18 2216 3
B_US. YU2 2668 S
B_US. JRCSF 2682 =
B_US. 2685 @
B_US. BCSG3 2217 [0}
B_US. 896 2669 ®
B_US. WEAU160 2669
B_US. RF 2187 %
B_US. WR27 2049 o
C_CONSENSUS 2195 3
C_BR. 92BR025 2008 8
C_BW 96BW402 2136
C_BW 96BW. 104 2030
C_BW 96BW5C02 2137
C_BW 96BW502 2163
C_BW 96BWL6B01 2136
C BW96BWL.210 2042
C_BW 96BWL7B03 2015
C_BW 96BW1B03 2136
C_ET. ETH2220 2062
C_I'N. 301999 2049
C_I'N. 21068 2021
C_I'N. 301905 2021
C_I'N. 301904 2021
C_IN. 11246 2012
D_CONSENSUS 2686
D_UG 94UGl114 2025
D_CD. NDK 2205
D _CD. ELI 2216
D_CD. 2276 2673
D_CD. 84ZR085 2192




Protease end \/ Pol p66 and p51 Reverse Transcriptase (RT) start

B_FR. HXB2 ATTTTCCCATTAGCCCTAT TGAGACT GTACCAGTAAAAT TAAAGCCAGGAAT GGATGGCCCAAAAGT TAAACAAT GECCAT T GACAGAAGAAAAAAT AAAAGCAT TAGTAGAAATTTGTACA. . . . . . GAGA 2670
"~ CONSENSUS A T A G G AC A 2002

FI_BE. VI 850 2007

F1_BR 93BR020 1998

F2_CM MP255C 1866

F2_CM MP257C 1878

F1_Fl . FI N9363 1999

F1_FR MP411 1872

G CONSENSUS 2658

G_BE. DRCBL 2634

G Fl . HH87932 2071

G NG 92NG083 2039

G_SE. SE6165 2067

H_CONSENSUS 2054

H BE. VI 991 2059

H_BE. VI 997 1994

H_CF. 90CF056 2017

J_SE. SE91733 1985

J”SE. SE92809 1984

K_CM MP535C 1866

K_CD. EQTB11C 1866

CRF01_AE_CONSENSUS 2686 T

CRFO1_AE_CF. 90CF402 2706 =

CRFO1_AE_TH. 93TH253 2657 <

CRFO1_AE_TH. CM240 2244 e

CRF02_AG_CONSENSUS 2202

CRF02_AG DJ. DJ263 2018 (@)

CRF02_AG DJ. DJ264 2019 Q9

CRF02_AG_NG | BNG 2195 3

CRF03_AB_RU. KAL153 2439 T©

CRF04_cpX_CONSENSUS 2668 @

CRF04_cpx_CY. 94CY032 2036

CRF04_cpx_GR. 97PVMWY 2684~

CRF04_cpx_GR. 97PVCH 2687

AC | N 21301 2022 B

AC_RW 92RW09 2002 O

AC_SE. ETSE9488 1866 3

AC ZM ZAML84 2031 @

ACD _SE. SE8603 1989

AD_SE. KESE7108 1869

ADH_NO. NOG L3 2680

ADU_CD, MAL 2245

AG NG 92NG003 2037

AGU CD. Z321B 1884

AGJ_AU. BFP90 2698

AGI_M.. 95M.84 1913

AJU BW 98- 2117 2057
BF_BR 93BR029 2022
MJ_CM 97 CAMP645ND 2044

O CM ANT70 2725

O CM MWP5180 2700

N_CM YBF30 2264

STVCPZUS 2730

SI VCPZGAB 2731

S| VCPZANT 2109

Pr ot ease Pol
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Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 TGGAAAAGGAAGGGAAAAT TTCAAAAAT TGGGCCT GAAAAT CCATACAATACTCCAGT AT TTGCCATAAAGAAAAAAGACAGT ACTAAATGGAGAAAATTAGTAGATTTCAGAGAACT TAATAAGAGAACTC - 2802 [00]
A_CONSENSUS ~~ ----mmmmee- A e A------ Tommmm s [ R G-G---- A-amn-- 2303 N
AKE @317  eeeeeee-eee- A T--eeee--- A------ Ammmmiaeeaee - T--C---- G -mmmmm s G-G---- A---- A 2260

A_SE. UGSE8891 ~  ------------- A----- Cmmrm e I T--C---- Grmmmmm e Temn-- G-G---- A-omm-- 2004

A SE. TZSE8538 ~  ------------- o R EEE R LR (O DR C--A------ LR CA-G----- G-mmmmm e G-C---- N 2001

A_SE. UGSE6594 ~ ------eeees A G-T--------- A------ T----- A-G--A---CG---G----- G--Cmmmmmmmmmm e G-G---- A---- A 1986

A_SE. UGSE7535 C 2019

A_SE. SOSE7253 2006

A_SE. SE8131 2174

A_UG U455 2248

A_UG 92UGR037 2169
B_CONSENSUS 2895

B_AU. MBC200 2801

B_AU. MBC925 2813

B _CN. RL42 2189

B_DE. HAN2 2268

B _DE. D31 2348

B_ES. 89SP061 2360

B_GA. OvI 2345

B_GB. MANC 2748

B_GB. CAML 2804

B_NL. ACH320A 2804

B_TW LM49 2801 T
B_US. SF2CG 2809 =
B_US. DH123 2793 <
B_US. NY5CG 2802 =
B_US. AD8 2802 e}
B_US. WCI PR18 2348 o
B_US. YU2 2800 3
B_US. JRCSF 2814 S
B_US. W\ 2817 =
B_US. BCS&3 2349 @
B_US. 896 2801 [
B_US. WVEAU160 2801 ®
B_US. RF 2319

B_US. WR27 2181 %
C_CONSENSUS 2327 Q
C_BR. 92BR025 2140 3
C_BW 96BW402 2268 8
C_BW 96BWL 104 2162

C_BW 96BWL5C02 2269

C_BW 96BW502 2295

C BW 96BWL6B01 2268

C BW96BW.210 2174

C BW 96BW.7B03 2147

C_BW 96BW1B03 2268

C ET. ETH2220 2194

C_I'N. 301999 2181

C_IN. 21068 2153

C_I'N. 301905 2153

C_I N. 301904 2153

C_IN 11246 2144
D_CONSENSUS 2818

D UG 94UGl114 2157

D_CD. NDK 2337

D_CD. ELI 2348

D_CD. 7276 2805

D_CD. 84ZR085 2324




B _FR. HXB2 TGGAAAAGGAAGGGAAAAT TTCAAAAAT TGGEGCCT GAAAAT CCATACAATACT CCAGT AT TTGCCATAAAGAAAAAAGACAGTACT. AAATGEAGAAAATTAGT AGATTTCAGAGAACTTAATAAGAGAACTC 2802
A A A

F_CONSENSUS 2133
FI_BE. VI 850 2139
F1~BR 93BR020 2130
F2_CM MP255C 1998
F2_CM MP257C 2010
F1_FI . FI N9363 2131
F1_FR MP411 2004
G CONSENSUS 2788
G_BE. DRCBL 2766
G Fl . HHB7932 2203
G NG 92NQ083 2171
G_SE. SE6165 2199
H_CONSENSUS 2186
H_BE. VI 991 2191
H_BE. VI 997 2126
H_CF. 90CF056 2149
J_SE. SE91733 2117
J”SE. SE92809 2116
K_CM MP535C 1998
K_CD. EQTB11C 1998
CRFO1_AE_CONSENSUS 2818 T
CRFO1_AE_CF. 90CF402 2838 =
CRFO1_AE_TH. 93TH253 2789 <
CRFO1_AE_TH. CM240 2376
CRF02_AG_CONSENSUS 2334
CRF02_AG DJ. DJ263 2150 (@)
CRF02_AG _DJ. DJ264 2151 Q9
CRF02_AG_NG | BNG 2327 3
CRFO3_AB_RU. KAL153 2571 O
CRF04_cpX_CONSENSUS 2800 @
CRF04_cpx_CY. 94CY032 2168
CRF04_cpx_GR. 97PVWY 2816~
CRF04_cpx_GR 97PVCH 2819
AC_IN'21301 2154 B
AC_RW 92RW09 2134 QO
AC_SE. ETSE9488 1998 3
AC_ZM ZAML84 2163 @
ACD_SE. SE8603 2121
AD_SE. KESE7108 2001
ADH_NO. NOG L3 2812
ADU_CD. MAL 2377
AG NG 92NG003 2169
AGD_CD. Z321B 2016
AGJ_AU. BFP90 2830
AGI”M.. 95M.84 2045
AJU_BW 98- 2117 2189
BF_BR. 93BR029 2154
MO_CM 97CANP645MO 2176
O CM ANT70 2857
O CM MVP5180 2832
N_CM YBF30 2396
STVCPZUS 2862
SIVCPZGAB ~ emeeeeeeemeeaoae e TA-T----- N Commmmmmme- Acocomcas A 2863
S| VCPZANT ~A--GCA---AAT--G ----T-G--A---- e Ao -AT----- A---- A-G--om-- CT-A-mmmemmnn- [CONMM A T-A---- N A 2241
Pol p51 RT M E K E GK I_S K I_GPENPJYNTPVFAI KJKZKDSTIKWRTIKILVDFZRETLNIKRT._ Pol
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Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2
A_CONSENSUS

AKE. @317

A _SE. UGSE8891 T

A_SE. TZSE8538  ------- T------ - (O G----A-G-CC-mmmmmmmmm e G-Crmmmmmmmmm e Tomeeeem - GAG --T--mmmmmmmn- o2 2133

A_SE. UGSE6594  ------- T-mmmmieeo - G------- G----A---- CC--mmmmmmme- L Amm---o- G-Crmmmmmmemmeeas T-o-eCmmmm- T--T--A-A-eme-- 2118

A_SE. UGSE7535 e T T G---------- G----A-G-CC--mmmmmmmm i A--T----G-C------- C-ennnn- T---C----- G--T--A-cmmmemn 2151

A_SE. SOSE7253 ~ ------- Tommmmrm e G----A---- G G-A------- G-Cmmmmmm e AG--T--Acemmmann 2138

A_SE. SE8131 G G AG 2306

A_UG U455 2380

A_UG 92UGR037 2301
B_CONSENSUS 3027

B_AU. MBC200 2933

B_AU. MBC925 2945

B _CN. RL42 2321

B_DE. HAN2 2400

B _DE. D31 2480

B_ES. 89SP061 2492

B GA Ovl 2477

B_GB. MANC 2880

B_GB. CAML 2936

B_NL. ACH320A s T Cmmmrm e Cormmmme s O o AG------- Accmmmaae- 2936

B_TW LM49 2033 T
B_US. SF2CG 2941 =
B_US. DH123 2925 <
B_US. NY5CG 2934 (RN
B_US. AD8 2934 e}
B_US. WCI PR18 2480 o
B_US. YU2 2932 3
B_US. JRCSF 2946 5
B_US. M\N 2949 =
B_US. BCSG3 2481 @
B_US. 896 2933 )
B_US. EAU160 2933 )
B_US. RF 2451

B_US. WR27 2313 3
C_CONSENSUS 2459 Q
C BR. 92BR025 2272 3
C BW96BWI402 ~  ------e-eeoe-eoooooooo G----nn- G A rmm G----- Toomee- Gmmmmmm e Toeommmm- - AG-------- N 2400 )
C BW96BWM104 ------- R R R G- A G-mmmmmm e Grmmmmrm e T —_— AG - --mmmmmm e 2294

C BW96BW5C02 ------- R LR R G- A G- Grmmmmmm e T [c I Amemme- 2401

C BW96BWS502 ------- e LR LR T CG-A e G------- Go-mmmmmmee A---Gommmmmmm e Toeemea- G---nn--- N 2427

C BWo96BW6EBO1 00 ------- LR R (O e [ e Teocmmmee - [ S . 2400
C_BW96BWL210 B R R C---mmm- - C-Ammmm s G------- G----G-A------- G-mmmm e Teeeemm - AG -------- A-men-- 2306

C_BW 96BW.7B03 s T [ EEEE LR G- A -G - Ao [ T Toommemm- [ 2279

C BW96BW1BO3 ~  ------- T---mm--- C--mmm - C-C-A--mmmaeo-- G--mmmieee - G----- T----C---- G------- C------- C-T--memmmmm- [P A-men-- 2400

C ET. ETH2220  ------- T G------- G -A - G------- A---no-- G---------- o T--eemm-- GT----- A-A------ 2326

C_I'N. 301999 e T T (O LR R R CG-Grmmmmmmm G------- Ammmmme- [T T TeooTommmm e s Acee 2313

C I'N. 21068 R R e L L LT G A Goommmmmme e Grmmmmm e ToeoTommmm o - N 2285

C_I'N. 301905 B R L T G- A G- Grmrmmm e I . N 2285

C_I'N. 301904 meeeTe-Tomene- R G- A rmmm e G-mmmmmmm e Gommmmmm e S Ammmmm- 2285

C IN 11246 R R e LR L L G A Goommmmmme e Gmmmmm e IEE N CE R R T T A-mmn-- 2276
D_CONSENSUS R R LR LR G----T------ O LT T T DL R T-em-- A---- C 2950

D UG 94UGL14  ------- LEEEEEE R O LR T------ O R e LT (O T C-mmmmmm-- T--A-A---- C 2289

D_CD. NDK SRRl EEEE R G---mmm e G----T------ G G mmm s O LR T--T----- A---- C 2469

D _CD. ELI B R G----T------ (O R e TR T--T----- A---- C 2480

D _CD. 7276 B R G----G----- (O A Toe-- A-mmn-- 2937

D_CD. 84ZR085 e (R Te---- A (R e o Acmmenmn- TG -------- Tecemenn- G--- 2456



B_FR. HXB2 2934
F_CONSENSUS 264
FI_BE. VI 850 2271
F1_BR 93BR020 2262
F2_CM MP255C 2130
F2_CM MP257C 2142
F1_FI . FI N9363 2263
F1_FR MP411 2136
G CONSENSUS 2917
G BE. DRCBL 2808
G FI . HH87932 2335
G NG 92NG083 2303
G_SE. SE6165 2331
H_CONSENSUS 2318
H_BE. VI 991 2323
H_BE. VI 997 2258
H_CF. 90CF056 2281
J_SE. SE91733 2249
J”SE. SE92809 2248
K_CM MP535C 2130
K_CD. EQTB11C 2130
CRFO1_AE_CONSENSUS 2950
CRFO1_AE_CF. 90CF402 2970
CRFO1_AE_TH, 93TH253 2921
CRFO1_AE_TH. CM240 2508
CRF02_AG_CONSENSUS 2466
CRF02_AG DJ. DJ263 2282
CRF02_AG DJ. DJ264 2283
CRF02_AG NG | BNG 2459
CRF03”AB_RU, KAL153 2703
CRF04_cpx_CONSENSUS 2932

CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY

CRF04_cpx_GR 97PVCH

AC | N_21301

AC_RW 92RWD09

AC_SE. ETSE9488

AC ZM ZAML84

ACD_SE. SE8603

AD_SE. KESE7108

sswoue9) 8l [dwo) T-AIH

ADH_NO. NOG L3 2944
ADU_CD. MAL 2509
AG NG 92NRX003 2301
AGU_CD. 7321B 2148
AGJ_AU. BFP90 2962
AGJ_M.. 95M_84 2177
AJU BW 98- 2117 2321
BF_BR. 93BR029 A 2286
MO CM 97CAMP645MO - -------- oo - G-CT-CG--------- T----- T--G-------- GA---mmmmmme e AA------- Gommmmm e GGT--T--A-mmmmae- 2308
O CM ANT70 O G-A-GC---T--CG------- GGG-T--G-CCA-CC---T--T----- CT-A----- A-A---- T----- CG--TG-------- cCC---T--T--A-A------ 2989
O_CM MVP5180 LR G-G------- T-T-------- AGG-T----- CC-A-CC---T--T----- CT-A----- A-A---- T----- CG--TGC--T------ cC----- T--A-A-C--- 2964
N_CM YBF30 e T-- T G-GC------ T-------- A---- A---- (€ R G----TT------- A-A---- JEEEEEEEEE G ----- G-CA---T--T--A------- A- 2528
SIvepzus — seeemeneeee oo G----C------- C-A---- A---- G------ G- C-A---- A-G----C------- TTG--AGG--AG-A-T--A-A-C-A 2994
S A T-------- G-G----C---- T--C-A oo G----- T-A---- A-A---- CG-C-CG-TTG---CG--A---T-------- A------ 2995
SI VCPZANT RN EEN EEEE GA-A-----mm- - T--T----- A-C-A---- CA-G------- G----- Tooemeee s A - - C---- C-CAA--am---- CG----T--A-A---- A 2373
Pol p51 RT QDFWEV QL GI_PHPAGLKIKIKIKSVT VL DVGDAYF SV PL DEUDFRKYT._ Pol
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Nucleotides




A_SE. TZSE8538
A_SE. UGSE6594
A_SE. UGSE7535
gE SOSE7253

A

ASE. SE8131
AUG U455
AUG 92U037
B_CONSENSUS
B_AU. MBC200
B_AU. MBC925
B_CN RL42
B_DE. HAN2
B_DE. D31

B_ES. 89SP061
B_GA. OYI

B_GB. MANC
B_GB. CAML

B NL. ACH320A
B_TW LM49
B_US. SF2CG
B_US. DH123
B_US. NY5CG
B_US. AD8

B_US. WCI PRL8
B_US. YU2

B_US. JRCSF
B_US. MN

B_US. BCSG3
B_US. 896

B_US. WEAU160
B_US. RF

B_US. WR27
C_CONSENSUS

C BR 92BR025
C_BW 96B\W402
C_BW 96BWL104
C_BW 96BWL5C02
C_BW 96BW502
C BW 96BWL6B01
C BW 96BWL210
C_BW 96BWL7B03
C_BW 96BW)1B03
CET. ETH2220
CI'N. 301999
CIN 21068
CIN. 301905
CIN. 301904
CIN 11246
D_CONSENSUS
D_UG. 94UGL14
D_CD. NDK

D_CD. ELI

D_CD. 7226
D_CD. 84ZR085

HIV-1/SIVcpz
Nucleotides

CATTTACCATACCTAGTATAAACAAT GAGACACCAGCGATTAGATAT CAGTACAAT GT GCTTCCACAGGGATGGAAAGGATCACCAGCAATAT TCCAAAGT AGCATGACAAAAATCTTAGAGCCTTTTAGAA - 3066
C C G G C T 2

98

sswouwe9 ap|dwod T-AlH



B _FR. HXB2 CATTTACCATACCTAGT. ATAAACAATGAGACACC‘ACHEATI’AGATATCAGT ACAATGT GCTTCCACAGGGATGGAAAGGAT CACCAGCAATAT TCCAAAGT AGCATGACAAAAAT CTTAGAGCCT TTTAGAA 3066
C C A ?--GC A T C

F_CONSENSUS 2394
FI_BE. VI 850 2403
F1_BR 93BR020 2394
F2_CM MP255C 2262
F2_CM MP257C 2274
F1_FI . FI N9363 2395
F1_FR MP411 2268
G CONSENSUS 3048
G BE. DRCBL 3023
G FI . HH87932 2467
G NG 92NG083 2435
G_SE. SE6165 2463
H_CONSENSUS 2450
H_BE. VI 991 2455
H_BE. VI 997 2390
H_CF. 90CF056 2413
J_SE. SE91733 2381
J”SE. SE92809 2380
K_CM MP535C 2262
K_CD. EQTB11C 2262
CRFO1_AE_CONSENSUS 3082
CRFO1_AE_CF. 90CF402 3102
CRFO1_AE_TH, 93TH253 3053
CRFO1_AE_TH. CM240 2640
CRF02_AG_CONSENSUS 2598
CRF02_AG DJ. DJ263 2414
CRF02_AG DJ. DJ264 2415
CRF02_AG NG | BNG 2591
CRF03”AB_RU, KAL153 2835
CRF04_cpx_CONSENSUS 3064

CRF04_cpx_CY. 94CY032
CRFO4_cpx_GR 97PVIWY
CRF04 cpx_GR 97PVCH
AC IN"21301

AC_RW 92RWD09

AC_SE. ETSE9488

N
S
sswowes ap|dwo)d T-AIH

AD_SE. KESE7108

ADH_NO. NOG L3 3076
ADU_CD. VAL 2641
AG NG 92NRX003 2433
AQU_CD. Z321B 2280
AGJ_AU. BFP90 3094
AGI_M.. 95M.84 2309
AJU BW 98- 2117 2453
BF_BR. 93BR029 2418
MO_CM 97CAMP645MO 2440
O _CM ANT70 3121
O_CM MWP5180 3096
N_CM YBF30 2660
SI'VCPZUS 3126
SI VCPZGAB 3127
S| VCPZANT 2505
Pol p51 RT Pol
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T
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AACAAAATCCAGACATAGT TATCTATCAATACATGGATGAT TTGTATGT AGGAT CTGACT TAGAAATAGGGCAGCATAGAACAAAAAT AGAGGAGCT GAGACAACATCTGT TGAGGT GGGGACTTACCACAC
G

(ol Al Wy S o e i 2V o1 P S S S
N\ - N ¢ o1 Y o S LT

o

e
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T S o I

o Y o
o Y o
C -

SOSE7253
SE8131
96BW1B03
ETH2220
301999
21068
301905
301904
11246
ENSUS
94UG114
84ZR085

U455

UGSE6594
UGSE7535

~
m
N
(2]

ENSUS
MBC200
MBC925
RL42
HAN2
D31
89SP061
Qovl
MANC
CAML
ACH320A
LM49
SF2CG
DH123
NY5CG
AD8
WCl PR18

U2

RCSF
MN

CSG3

96
WEAU160
RF
WR27

ENSUS

©
—N
Wam

W 96BW402

N
333
— 0L
232
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(o2 e}
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W 96BWL6B01
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R. 92BR025

E
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E
E
E
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B_FR. HXB2
F_CONSENSUS
FI_BE. VI 850
F1_BR 93BR020

G FI . HH87932
G NG 92NG083

G_SE. SE6165
H_CONSENSUS

H_BE. VI 991

H_BE. VI 997

H_CF. 90CF056

J_SE. SE91733

J”SE. SE92809

K_CM MP535C

K_CD. EQTB11C
CRFO1_AE_CONSENSUS
CRFO1_AE_CF. 90CF402
CRFO1_AE_TH, 93TH253
CRFO1_AE_TH. CM240
CRF02_AG_CONSENSUS
CRF02_AG DJ. DJ263
CRF02_AG DJ. DJ264
CRF02_AG NG | BNG
CRF03”AB_RU, KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC | N_21301

AC_RW 92RWD09
AC_SE. ETSE9488

AD_SE. KESE7108
ADH_NO. NOG L3

ADU_CD. MAL
AG_ NG 92NG003

AJU_BW 98- 2117
BF_BR. 93BR029
MO_CM 97CAMP645MO

AACAAAATCCAGACATAGT TATCTATCAATACATGGATGATTTGTATGTAGGATCTGACT TAGAAATAGGG:AGOATAGQACAAAAATAGAGBAG:T GAGACAACATCTGI TGAGGTGGGGACTTACCACAC
C C G T A--G AC- - - AA T T

TGA----Crommmemee- C---- Commmmmm e G
G A mmmmmmme e Commmmmm e G
CA-armemnn- Acermemaaann Commmmmmm e G
B Acwememaeann C---- T

CAG ---mmmmmeene e

G A -mmmmmme e e e G e
[T M T
T-Accoenne- A-G-G----C----

----A-G-G----C
«---A-G-G----C

CA-C------ A-G-G-T--C---- | A (R Accnenn G-C------ N GGT-C-AC--AA----- Toceoaon-
GGGC-C---- AT---AA-T-G -G -memmmmn- fo o1y N A--T-- - COCC- GACAG A-- - - - - - A -GG -T--ATT---T---G---C - A ATCA------- T-C-T--C
—-AGC--C ---- AG - - AA--T----- G----A---- C A A-T---CC-T-G CAG A ------ AG GGG G- ATT---T-- GG ----T- A- ATCA- - - - - - - T----T--C
“GA--C------ G--AC-T--C-Go-onrmmmnn- CC---- Gormmmmmememaea e C--CA-A----- GAGC- G ---A-C-T---GT----- ToeoA-e--- CT----G-C
----- G- -TGTA A -=-wmam-e-Toeoeoeee-CGConmn---G-A-TC-ACT---AMA------GCA--CG---ACT---C-----T--T--G T-CT------T-C--T-- C
AG--a-To-- TAG --T--C-Gmmmmmmnn CCA---- G-G----TCT----- T-AT--A------ A--CGG-A-A-A-cmamn-- T--CT-AA---- GT-C-A-C
~TA-GT------ o N GG TA-G - --- TACTGCA- - - - - - GA--TG----AA---T-mmmmmm-- T-ACA-GTC-------- AGAG- - T-

E_E L R

___________ QH L L RWGL T T _

sswowes ap|dwo)d T-AIH
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Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 CAGACAAAAAA. . . CATCAGAAAGAACCTCCATTCCTTTGGATGGGT TATGAACT CCATCCT GATAAAT GGACAGT ACAGCCTATAGT GCTGCCAGAAAAAGACAGCT GGACT GT CAATGACATACAGAAGT 3327 ©
A_CONSENSUS ~ -------- - [ R EEEE LR Toeommennnns Ammmmmme s G-G------- [ Acmmmmmmeeeeee Ammmmmmmm s T-memme - A- 2828 o
A_KE. Q@317 2785

A_SE. UGSE8891 2516

A _SE. TZSE8538 2526

A_SE. UGSE6594 2511

A_SE. UGSE7535 2544

A_SE. SOSE7253 2531

A_SE. SE8131 2699

A_UG U455 2773

A_UG 92UGR037 2694
B_CONSENSUS 3421

B_AU. MBC200 3326

B_AU. MBC925 3338

B _CN. RL42 2714

B_DE. HAN2 2793

B_DE. D31 2873

B_ES. 89SP061 2885

B_GA OvI 2870

B_GB. MANC 3273

B_GB. CAML 3329

B_NL. ACH320A 3329

B_TW LM49 3327 T
B_US. SF2CG 3334 =
B_US. DH123 3318 <
B_US. NY5CG 3327 N
B_US. AD8 3327 o
B_US. WCI PR18 2873 &
B_US. YU2 3325 3
B_US. JRCSF 3339 3
B_US. MN 3342 =3
B_US. BCSG3 2874 Q
B_US. 896 3326 o
B_US. WEAU160 3326 o
B_US. RF 2844

B_US. WR27 2706 %
C_CONSENSUS 2852 Q
C_BR. 92BR025 2665 3
C_BW 96BW402 2793 8
C_BW 96BWL 104 2687

C_BW 96BWL5C02 2794

C_BW 96BW502 2820

C BW96BW6B01 2793

C BW96BWL 210 2699

C _BW 96BW.7B03 2672

C_BW 96BW1B03 2793

C_ET. ETH2220 2719

C_I'N. 301999 2706

C_IN. 21068 2678

C_I'N. 301905 2678

C_I N. 301904 2678

C_IN 11246 2669
D_CONSENSUS 3343

D UG 94UGl114 2682

D_CD. NDK 2862

D CD. ELI 2873

D _CD. 2276 3330

D_CD. 84ZR085 2849




B _FR. HXB2 CAGACAAAAAA. . . CATCAGAAAGAACCTCCATTCCTTTGGATGGGT TATGAACT CCATCCT GATAAAT GGACAGT. ACAGCCT ATAGT GCTGCCAGAAAAAGACAGCTGGACTGTCAATGACATACAGAAGT 3327
C G CAAT G T

F_CONSENSUS 2653
FI_BE. VI 850 2664
F1_BR 93BR020 2655
F2_CM MP255C 2523
F2_CM MP257C 2535
F1_FI . FI N9363 2656
F1_FR MP411 2529
G CONSENSUS 3305
G BE. DRCBL 3284
G FI . HH87932 2728
G NG 92NG083 2696
G_SE. SE6165 2724
H_CONSENSUS 2711
H_BE. VI 991 2716
H_BE. VI 997 2651
H_CF. 90CF056 2674
J_SE. SE91733 2642
J”SE. SE92809 2641
K_CM MP535C 2523
K_CD. EQTB11C 2523
CRFO1_AE_CONSENSUS 3343
CRFO1_AE_CF. 90CF402 3363
CRFO1_AE_TH, 93TH253 3314
CRFO1_AE_TH. CM240 2901
CRF02_AG_CONSENSUS 2859
CRF02_AG DJ. DJ263 2675
CRF02_AG DJ. DJ264 2676
CRF02_AG NG | BNG 2852
CRF03”AB_RU, KAL153 3096
CRF04_cpx_CONSENSUS 3324

CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC | N_21301

AC_RW 92RWD09

AC_SE. ETSE9488

3
sswoue9) 8l [dwo) T-AIH

AD_SE. KESE7108

ADF_NO. NOGI L3 3337
ADU_CD, MAL 2902
AG NG 92NG003 2694
AGU_CD. Z321B 2541
AG)_AU. BFPOO 3355
AGI_M_. 95M.84 2570
AJUBW 98- 2117 2714
BF_BR 93BR029 2679
MO CM 97CANP645MD 2701
O CM ANT70 3382
O_CM MVP5180 3357
N_CM YBF30 2921
STVCPZUS 3387
Sl VCPZGAB 3388
S| VCPZANT 2766
Pol p51 RT PDKJK. HQKEPPFLWMGYELHPDIKWTVQPI VLPEJKDSWTVNDI QK_ Pol
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Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR HXB2 TAGTGGGGAAAT TGAATTGGGCAAGT CAGAT TTACCCAGGGAT TAAAGT AAGGCAAT TAT GTAAACT CCTTAGAGGAACCAAAGCACT AACAGAAGT AATACCACT AACAGAAGAAGCAGAGCTAGAACTGG 3459 ©
A_CONSENSUS A--C A A----TG---A A G C-G--G TA G AT-----T 2960 N
ATKE. Q317 2917

ASE. UGSE8891 2648

ASE. TZSE8538 2658

A_SE. UGSE6594 2643

A_SE. UGSE7535 2676

A_SE. SOSE7253 2663

A_SE. SE8131 2831

A_UG U455 2905

A_UG 920037 2826
B_CONSENSUS 3553

B_AU. MBC200 3458

B AU. MBC925 3470

B CN RL42 2846

B_DE. HAN2 2925

B DE. D31 3005

B_ES. 895P061 3017

B_GA OVl 3002

B_GB. MANC 3405

B_GB. CAML 3461

B_NL. ACH320A 3461

B_TW LM49 3459 I
B_US. SF2CG 3466 =
B_US. DH123 3450 <
B_US. NY5CG 3459 AN
B_US. ADB 3459 o
B_US. WOl PR18 3005 G
B_US. Y2 3457 S
B_US. JRCSF 3471 3
B_US. W 3474 S
B_US. BCSG3 3006 o)
B_US. 896 3458 )
B_US. WEAUL60 3458 i)
B_US. RF 2976

B_US. WR27 2838 3
C CONSENSUS 2984 )
C BR 92BR025 2797 3
C BW 96BV0402 2925 3
C BW 96BW104 2819

C BW 96BW5C02 2926

C BW 96BV502 2952

C BW 96BW6B01 2925

C BW 96BW1210 2831

C BW 96BW7B03 2804

C BW 96BW1B03 2925

C ET. ETH2220 2851

CI'N. 301999 2838

C I N. 21068 2810

C I N. 301905 2810

€I N. 301904 2810

CIN. 11246 2801
D_CONSENSUS 3475

D_UG 94UGL14 2814

D_CD. NDK 2994

D_CD. ELI 3005

D_CD. 7226 3462

D_CD. 84ZR085 2981




B _FR. HXB2 TAGT GGGGAAAT TGAAT TGGGCAAGT CAGAT TTACCCAGGGAT TAAAGT AAGGCAAT TATGTAAACT CCT TAGAGGAACCAAAGCACT AACAGAAGT AATACCACTAACAGAAGAAGCAGAGCTAGAACTGG 3459

F_CONSENSUS Ry ey v o1y vttt anty el T e e Acmmmmmmmm e e G- -GG s CA--GGo---"G-T-Comrmmmmmn- T-om-- T--- 2785
FI_BE. VI 850 2796
F1_BR 93BR020 2787
F2_CM MP255C 2655
F2_CM MP257C 2667
F1_FI . FI N9363 2788
F1_FR MP411 2661
G CONSENSUS 3434
G BE. DRCBL 3416
G FI . HH87932 2860
G NG 92NG083 2828
G_SE. SE6165 2856
H_CONSENSUS 2843
H_BE. VI 991 2848
H_BE. VI 997 2783
H_CF. 90CF056 2806
J_SE. SE91733 2774
J”SE. SE92809 2773
K_CM MP535C 2655
K_CD. EQTB11C 2655
CRFO1_AE_CONSENSUS 3475
CRFO1_AE_CF. 90CF402 3495
CRFO1_AE_TH, 93TH253 3446

CRFO1_AE_TH. CM240
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N
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2
g
N
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N
&
g
g
[
2

948
7
:

CRF03_AB_RU. KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032

CRFO4_cpx_GR 97PVIWY 3473
CRF04_cpx_GR. 97PVCH 3476
AC IN. 21301 2811
AC_RW 92RW09 2791

AC_SE. ETSE9488

5
sswowes ap|dwo)d T-AIH

AD_SE. KESE7108

ADF_NO. NOGI L3 3469
ADU_CD, MAL 3034
AG NG 92NG003 2826
AGU_CD. Z321B 2673
AG)_AU. BFPOO 3487
AGI_M_. 95M.84 2702
AJUBW 98- 2117 2846
BF_BR 93BR029 A G 2811
MO CM 97CANPBASND - ------ Aon- G Ammmmmmm e TG ---Acmmmmmmme- A---CGormmmnmne- C-G--Grmrmmmne- G- -GA-G-A---G-T-Grmmmmm- AT----- T--- 2833
O CM ANT70 c oA A A GO A A-C-TA--A---G--G-AG---G----Gl-Ah =~ C---- ] N APy G---TT---GTAG -G - -~~~ G--T-A 3514
O_CM MVP5180 oA Ao Acemmmmmeme o A-GC-T-A--A---G----AAG---G-C-Gl-AA G mmmmmmmmm- T--T-G----G--G---TT---GTA----G === A mmn-- T-A- 3489
N_CM YBF30 ce oA A G Ao C-T-mn-- A-CG----AA-CCC----- T-AA-Crommmmmmmmmm s TT-G-nmmmm-- G CAACT-T----mmmmmmm - AT---nn-- A~ 3053
STVCPZUS B N, Com-Gommmmmmmmm e A-Te-n-- A-A--A--A--G---C--T-AAAA---GT----- Toeo-- Toeo-- TG -AATT-T---GT--G----AA-G - GI-A- 3519
Sl VCPZGAB SGAA A -G Am e Toeo-- NN NS NS G-GAA-mnmn-- A-GAA---G----T---GT--T--GC--CCmmmmnmn- AT----- T-A- 3520
S| VCPZANT NN Acmmmmmmmeemenos Gommmnn- A-C--ACT-A--G-G---G---A G-~ GT---GAGT-------- TAG G --A A G -TAGG ------- AT----- T-A- 2898
Pol p51 RT LVGKLNWASOI YPGI KVRQLC CKLLRGTHKALTEVI PLTETEAETLTETL Pl
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Nucleotides




HIV-1/SIVcpz
Nucleotides

B_FR HXB2 CAGAAAACAGAGAGATTCTAAMGAA. . . . . . CCAGTACATGGAGTG . . TATTATGACCCATCAAAAGACT TAATAGCAGAAAT ACAGAAGCAGGGGCAAGGOCAAT GGACATATCAAATTTATCAAGAGC 3582 ©
A_CONSENSUS B Ay C... R A CI Al A-Areonn-- Arwmmm e 3083 S
ATKE. Q317 . 3040

ASE. UGSE8891 2771

ASE. TZSE8538 2781

A_SE. UGSE6594 2766

A_SE. UGSE7535 2799

A_SE. SOSE7253 2786

A_SE. SE8131 2954

A_UG U455 3028

A_UG 920037 2949
B_CONSENSUS 3676

B_AU. MBC200 3581

B AU. MBC925 3593

B CN RL42 2969

B_DE. HAN2 3048

B DE. D31 3128

B_ES. 895P061 3140

B_GA OVl 3125

B_GB. MANC 3528

B_GB. CAML 3584

B_NL. ACH320A 3584

B_TW LM49 3582 I
B_US. SF2CG 3589 =
B_US. DH123 3573 <
B_US. NY5CG 3582 AN
B_US. ADB 3582 o
B_US. WOl PR18 3128 G
B_US. Y2 3580 S
B_US. JRCSF 3594 3
B_US. W 3597 S
B_US. BCSG3 3129 o)
B_US. 896 3581 )
B_US. WEAUL60 3581 i)
B_US. RF 3099

B_US. WR27 2961 3
C CONSENSUS 3107 )
C BR 92BR025 2920 3
C BW 96BV0402 3048 3
C BW 96BW104 2942

C BW 96BW5C02 3049

C BW 96BV502 3075

C BW 96BW6B01 3048

C BW 96BW1210 2954

C BW 96BW7B03 2927

C BW 96BW1B03 3048

C ET. ETH2220 2974

CI'N. 301999 2961

C I N. 21068 2933

C I N. 301905 2933

€I N. 301904 2933

CIN. 11246 2924
D_CONSENSUS 3598

D_UG 94UGL14 2937

D_CD. NDK 3117

D_CD. ELI 3128

D_CD. 7226 3585

D_CD. 84ZR085 3104




B_FR. HXB2 3582
F_CONSENSUS 906
FI_BE. VI 850 2919
F1_BR 93BR020 2910
F2_CM MP255C 2778
F2_CM MP257C 2790
F1_FI . FI N9363 2911
F1_FR MP411 2784
G CONSENSUS 3555
G BE. DRCBL 3539
G FI . HH87932 2982
G NG 92NG083 2951
G_SE. SE6165 2979
H_CONSENSUS 2966
H_BE. VI 991 2971
H_BE. VI 997 2906
H_CF. 90CF056 2929
J_SE. SE91733 2897
J”SE. SE92809 2896
K_CM MP535C 2778
K_CD. EQTB11C 2778
CRFO1_AE_CONSENSUS 3508
CRFO1_AE_CF. 90CF402 3618
CRFO1_AE_TH, 93TH253 3569
CRFO1_AE_TH. CM240 3156
CRF02_AG_CONSENSUS 3114
CRF02_AG DJ. DJ263 2930
CRF02_AG DJ. DJ264 2931
CRF02_AG NG | BNG 3107
CRF03”AB_RU, KAL153 3351
CRF04_cpx_CONSENSUS 3579

CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC | N_21301

AC_RW 92RWD09

AC_SE. ETSE9488

sswoue9) 8l [dwo) T-AIH

AD_SE. KESE7108

ADH_NO. NOG L3 3592
ADU_CD. VAL 3157
AG NG 92NRX003 2949
AQU_CD. Z321B 2796
AGJ_AU. BFP90 3610
AGI_M.. 95M.84 2825
AJU BW 98- 2117 2969
BF_BR. 93BR029 2934
MO_CM 97CAMP645MO 2956
O _CM ANT70 3637
O_CM MWP5180 3612
N_CM YBF30 3176
SI'VCPZUS 3642
SI VCPZGAB 3643
S| VCPZANT 3021
Pol p51 RT Pol

S6

HIV-1/SIVcpz
Nucleotides




A_SE. TZSE8538
A_SE. UGSE6594
A_SE. UGSE7535
gE SOSE7253

A

ASE. SE8131
AUG U455
AUG 92U037
B_CONSENSUS
B_AU. MBC200
B_AU. MBC925
B_CN RL42
B_DE. HAN2
B_DE. D31

B_ES. 89SP061
B_GA. OYI

B_GB. MANC
B_GB. CAML

B NL. ACH320A
B_TW LM49
B_US. SF2CG
B_US. DH123
B_US. NY5CG
B_US. AD8

B_US. WCI PRL8
B_US. YU2

B_US. JRCSF
B_US. MN

B_US. BCSG3
B_US. 896

B_US. WEAU160
B_US. RF

B_US. WR27
C_CONSENSUS

C BR 92BR025
C_BW 96B\W402
C_BW 96BWL104
C_BW 96BWL5C02
C_BW 96BW502
C BW 96BWL6B01
C BW 96BWL210
C_BW 96BWL7B03
C_BW 96BW)1B03
CET. ETH2220
CI'N. 301999
CIN 21068
CIN. 301905
CIN. 301904
CIN 11246
D_CONSENSUS
D_UG. 94UGL14
D_CD. NDK
D_CD. ELI

D_CD. 7226
D_CD. 84ZR085

S T Carmemmemns G-G------ Accmnn-- AG - mwmmm e G
i Go---n-- Accmnn-- AG - -wmmm e G

coe G G-Go----r-Aemnn- C

“T--Coemn-- T---G----G-Go--nn-- A-T-A---AC

cee G SISO A A ATO A Cmmmmmemem e GT-TG
cee G G-GT----- Ac-GAG - AC- - =< mm e mmmeme o G-G

B A Acwenennn G-Go---or-Ammnn- AC

e G-G------ Accmnn-- AG - -mmmmm e G

i G-G------ Accmnn-- AG - = emmm e G

B G-G------ Accmnn-- AG - - wmmmem e G

B G-G------ Accmnn-- AC - rmmmmme e G

_________________________ G = = = = mmmmm e e e e e e e e e e e e e e e e e

Ao Pememiee G -G A-maemnn- Ae s m e el G
------------- o
_________________________ S

_________________________ G = = mm e e eeieaiaaoo.

_________________________ G = = mm e e e eieiieeioaoo

HIV-1/SIVcpz

Nucleotides

96

sswouwe9 ap|dwod T-AlH



B _FR. HXB2 CATTTAAAAATCTGAAAACAGGAAAATAT GCAAGAAT GAGGGGT GCCCACACT AATGATGT AAAACAAT TAACAGAGGCAGT GCAAAAAAT AACCACAGAAAGCATAGT AATATGGGGAAAG. . . ACTCCTA 3711
A G A TC A G--GT-T AGA 3

F_CONSENSUS 038
FI_BE. VI 850 3051
F1_BR 93BR020 3039
F2_CM MP255C 2907
F2_CM MP257C 2919
F1_FI . FI N9363 3040
F1_FR MP411 2913
G CONSENSUS 3682
G BE. DRCBL 3668
G FI . HH87932 3111
G NG 92NG083 3080
G_SE. SE6165 3108
H_CONSENSUS 3095
H_BE. VI 991 3100
H_BE. VI 997 3035
H_CF. 90CF056 3058
J_SE. SE91733 3026
J”SE. SE92809 3025
K_CM MP535C 2907
K_CD. EQTB11C 2907
CRFO1_AE_CONSENSUS 3727
CRFO1_AE_CF. 90CF402 3747
CRFO1_AE_TH, 93TH253 3698
CRFO1_AE_TH. CM240 3285
CRF02_AG_CONSENSUS 3243
CRF02_AG DJ. DJ263 3059
CRF02_AG DJ. DJ264 3060
CRF02_AG NG | BNG 3236
CRF03”AB_RU, KAL153 3480
CRF04_cpx_CONSENSUS 3708

CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC | N_21301

AC_RW 92RWD09

AC_SE. ETSE9488

@
3
sswoue9) 8l [dwo) T-AIH

AD_SE. KESE7108

ADH_NO. NOG L3 3721
ADU_CD. MAL 3286
AG NG 92NGD03 3078
AGD_CD. 7321B 2925
AGJ_AU. BFP90 3739
AGI_M.. 95M.84 2954
AJU BW 98- 2117 3098
BF_BR 93BR029 3063
MJ_CM 97CAMP645MD 3085
O CM ANT70 3766
O_CM MP5180 3741
N_CM YBF30 3305
STVCPZUS 3771
S| VCPZGAB . 3772
SI VCPZANT A-CCA---CTGT-A---G-------m--- - T--GCCT-CA--AA-T----------- G-T-GG----- GT-GAT------------- GGATT-- - - - - T----- T--C----- G-...GTA--A- 3150
Pol p51 RT P F KNL KTGKVYARMRGAHTNDVK QLTEAVQKI_TTESI_VI_WGK_._ TP P

L6

HIV-1/SIVcpz
Nucleotides




A_SE. TZSE8538
A_SE. UGSE6594
A_SE. UGSE7535
gE SOSE7253

A

ASE. SE8131
AUG U455
AUG 92U037
B_CONSENSUS
B_AU. MBC200
B_AU. MBC925
B_CN RL42
B_DE. HAN2
B_DE. D31

B_ES. 89SP061
B_GA. OYI

B_GB. MANC
B_GB. CAML

B NL. ACH320A
B_TW LM49
B_US. SF2CG
B_US. DH123
B_US. NY5CG
B_US. AD8

B_US. WCI PRL8
B_US. YU2

B_US. JRCSF
B_US. MN

B_US. BCSG3
B_US. 896

B_US. WEAU160
B_US. RF

B_US. WR27
C_CONSENSUS

C BR 92BR025
C_BW 96B\W402
C_BW 96BWL104
C_BW 96BWL5C02
C_BW 96BW502
C BW 96BWL6B01
C BW 96BWL210
C_BW 96BWL7B03
C_BW 96BW)1B03
CET. ETH2220
CI'N. 301999
CIN 21068
CIN. 301905
CIN. 301904
CIN 11246
D_CONSENSUS
D_UG. 94UGL14
D_CD. NDK

D_CD. ELI

D_CD. 7226
D_CD. 84ZR085

HIV-1/SIVcpz
Nucleotides

A
------ R N o o - 1)

sswouwe9 ap|dwod T-AlH



B _FR. HXB2 AATTTAAACT GCCCATACAAAAGGAAACAT GGGAAACAT GGT GGACAGAGT AT TGGCAAGCCACCTGGAT TCCTGAGT GGGAGT TTGT TAATACCCCT CCCT TAGT GAAAT TATGGT. ACCAGT TAGAGAAAG 3843

F_CONSENSUS -G---G--A 2---2--2 T A C C-TG---A--C A-C 3166
FI_BE. VI 850 -G 3183
F1~BR 93BR020 3171
F2”CM MP255C 3039
F2_CM MP257C 3051
F1_FI . FI N9363 3172
F1_FR MP411 3045
G CONSENSUS 3813
G_BE. DRCBL 3800
G Fl . HHB7932 3243
G NG 92NG083 3212
G_SE. SE6165 3240
H_CONSENSUS 3227
H_BE. VI 991 3232
H_BE. VI 997 3167
H_CF. 90CF056 3190
J_SE. SE91733 3158
J”SE. SE92809 3157
K_CM MP535C 3039
K_CD. EQTB11C 3039
CRFO1_AE_CONSENSUS 3859
CRFO1_AE_CF. 90CF402 3879 T
CRFO1_AE_TH. 93TH253 3830 =
CRFO1_AE_TH. CM240 3417 <
CRF02_AG_CONSENSUS 3375 .
CRF02_AG DJ. DJ263 3191
CRF02_AG DJ. DJ264 3192 (@)
CRF02_AG NG | BNG 3368 QO
CRFO3_AB_RU. KAL153 A A 3612 3
CRFO4_CPX_CONSENSUS -G - -G T-A---mmmmmmmmmmmmmme e mn Cmrmmmmeme Aemennn- [ G---- A---- A---- [CHE T TG - - Armme e AC- 3840 T
CRFO4_CPX_CY. 94CY032 -G ---G T-A---mmmmmmmmmmmmmme e mn Cmmmmmeme Aemennn- [ G---- Ac---- A---- [CHET TG v - Armme e AG- 3209 @
CRFO4”CPX_GR 97PVMY -G ---G T-A- - s mmmmmmmmemme e on [CHE TG -A------- [ C---- Ac---- A---- [CHE T TG v - Armmmme e A-C- 387 ¢
CRF04_cpx_GR 97PVCH 3860 o
AC N 21301 3195
AC_RW 92RW09 3175 B
AC_SE. ETSE9488 3039 O
AC_ZM ZAML84 3204 3
ACD_SE. SE8603 3162 @
AD_SE. KESE7108 3042
ADH_NO. NOGl L3 3853
ADU_CD. MAL 3418
AG NG 92NG003 3210
AGD_CD. Z321B 3057
AGJ_AU. BFP90 3871
AGI”M.. 95M.84 3086
AJU_BW 98- 2117 3230
BF_BR. 93BR029 3195
MO_CM 97CANP645MO 3217
O CM ANT70 3898
O CM MVP5180 - 3873
N_CM YBF30 ~  ------ GT-A-AG---------- GIG ----QG--------- C-TC--mmam--- e P N— C-C-T------ CT--Ammemmemme- | R A-C- 3437
STVCPZUS  eeeeeee- T---TAGG -G ----- GIC --cammemmmmen- | Y N Gommmee e A-Ten--- A---- Cmmmmemmee- CC-A--CT----- TA--c--em-- C- 3903
SIVCPZGAB ~ e--e-- GGT-A--AG---G-A---Gl------ [CHENR G---A-C---- [y N C---- Ac---- A--AGC---n--- N Coommmemee- AGT------- C- 3904
SIVCPZANT  ----- C-T-A----- ACT-G ----- Te---- TGC----- To-aCommemen [ e A-C-A--AT-GGCC---- TA-TC-TT-GC-- 3282
Pol p51 RT K F K L P I_QKETWETWWTETYWQATWI PEWETFVNTPPILVKILWYQL EK Pol
[(e]
©

HIV-1/SIVcpz
Nucleotides
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3975
3476
3433
3421
3342
4069

N o
G
> =
Lo
33
WN

AGCmmmmanns
A-Cmmemanne

Gomemmemmee A

G S I N

S S o N
A-

A-G

T---G

T--
C -
CT
ST
ST

G--A---TT

GA-T---A---TT

G

CA-----

G
GGCo-mnnn--

S oS 10 Y ¢
o oS 10N T

S 01

GGC-----C---G--A---T
1 o

A--GGC----T

G--------e----- -G
G--cmem-
G--cmme-
G--cmmn-

N
A--a--A

A cmm o m e

(RT is heterodimer of p51 and p66)

AACCCATAGT AGGAGCAGAAACCT TCTATGT AGAT GGGGCAGCT AACAGGGAGACT AAAT TAGGAAAAGCAGGATATGT TACT AAT AGAGGAAGACAAAAAGT TGT CACCCT AACTGACACAACAAAT CAGA
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B_FR. HXB2
F_CONSENSUS
FI_BE. VI 850
F1_BR 93BR020

G_Fl . HH87932
G_NG 92N@083
G_SE. SE6165
H_CONSENSUS
H BE. VI 991

H BE. VI 997
H_CF. 90CF056
J_SE. SE91733
J_SE. SE92809
K_CM MP535C
K_CD. EQTB11C
CRFO1_AE_CONSENSUS

CRFO1_AE_TH 93TH253

%IIIIIIIIIII
ISI
I%I
9
:

CRF02”AG DJ. DJ263
CRF02”AG DJ. DJ264
CRF02_AG NG | BNG
CRF03”AB_RU, KAL153
CRF04”cpx_CONSENSUS
CRF04_cpx_CY. 94CY032
CRF04_cpx_GR 97PVMY
CRF04_cpx_GR 97PVCH
AC_I N721301

AC_RW 92RWD09
AC_SE. ETSE9488
AC_ZM ZAML84

ACD_SE. SE8603

AD_SE. KESE7108
ADH_NO. NOGI L3
ADU_CD, NAL
AG_NG_92NC003
AGU_CD. 7321B
AG)_AU. BFP90
AG)_M.. 95M.84
AJUBW 98- 2117
BF_BR. 93BR029

MO_CM 97CAMP645ND
O CM ANT70

O CM MP5180

N_CM YBF30

STVCPZUS

S| VCPZGAB

S| VCPZANT

Pol p51 RT

p51 end p66 RT continue
AA

\/ Po

pl5 RNAse H start

(RT is heterodimer of p51 and p66)
CCCATACWA(I;KX)K;VV«I: CTATGWAEATCIIIIJKITAACACEEAGACTAAATTA(I;VVV“K)MZEATATGWTACTAATAGACEAAGACAAAAAGWTGTCACCCTAACTGACACAACAAATCAGA
T A G - - AA GG T G-C

A=A -ACT--Gremmmrmmemmn- A-AGCA--GA------ ACAT-G T--GAAA-T--C--T------ o
cr -AG - - - - CAMA- G -

A A NRET KL GKAGYVT NRGRQKVV T L TDTTNQ_

GT- GG - AAAA(

C-C---- AC

HIV-1/SIVcpz
Nucleotides

sswowes ap|dwo)d T-AIH

TOT




HIV-1/SIVcpz
Nucleotides

B_FR. HXB2 AGACTGAGT TACAAGCAATTTATCTAGCT TTGCAGGAT TCGGGAT TAGAAGT AAACATAGT AACAGACT CACAAT ATGCAT TAGGAAT CATTCAAGCACAACCAGAT CAAAGT GAATCAGAGT TAGTCAATC 4107 B
A_CONSENSUS AC CC o A---C G G CAGG 3608 Q
A_KE. Q@317 3565 N
A_SE. UGSE8891 3296

A_SE. TZSE8538 3306

A_SE. UGSE6594 3291

A_SE. UGSE7535 3324

A_SE. SOSE7253 3311

A_SE. SE8131 3479

A_UG U455 3553

A_UG 92UG037 3474
B_CONSENSUS 4201

B_AU. MBC200 4106

B_AU. MBC925 4118

B_CN. RL42 3494

B_DE. HAN2 3573

B_DE. D31 3653

B_ES. 895P061 3665

B_GA OVl 3650

B_GB. MANC 4053

B_GB. CAML 4109

B_NL. ACH320A 4109

B_TW LM49 4107 T
B_US. SF2CG 4114 =
B_US. DH123 4098 <
B_US. NY5CG 4107 N
B_US. AD8 4107 o
B_US. WOl PR18 3653 Y
B_US. YL2 4105 3
B_US. JRCSF 4119 2
B_US. MN 4122 S
B_US. BCSG3 3654 Q
B_US. 896 4106 ®
B_US. VEAUL60 4106 o
B_US. RF 3624

B_US. WR27 3486 3
C_CONSENSUS 3632 o
C_BR 92BRO25 3445 3
C_BW 96BW402 3573 ®
C_BW 96BW. 104 3467

C_BW 96BW 5002 3574

C_BW 96BW502 3600

C_BW 96BWL6BO1 3573

C_BW 96BWL210 3479

C_BW 96BWL7B03 3452

C_BW 96BW1B03 3572

C_ET. ETH2220 3499

C_I'N. 301999 3486

C_IN. 21068 3458

C_I'N. 301905 3458

C I N 301904 3458

CIN 11246 3449
D_CONSENSUS 4123

D_UG 94UGL14 3462

D_CD. NDK 3642

D_CD. ELI 3653

D_CD. 7276 4110

D_CD. 84ZR085 3629




B _FR. HXB2 AGACTGAGT TACAAGCAATTTATCTAGCT TTG(%(XEATTCGGGATTAGAAGT AAACATAGT AACAGACT CACAATATGCATTAGGAATCATTCAAGCACAACCAGATCAAAGTH GAATCAGAGT TAGTCAATC 4107
G C-T A C G A-G 3

F_CONSENSUS 425
FI_BE. VI 850 3447
F1_BR 93BR020 3435
F2_CM MP255C 3303
F2_CM MP257C 3315
F1_FI . FI N9363 3436
F1_FR MP411 3309
G CONSENSUS 4077
G BE. DRCBL 4064
G FI . HH87932 3507
G NG 92NG083 3476
G_SE. SE6165 3504
H_CONSENSUS 3491
H_BE. VI 991 3496
H_BE. VI 997 3431
H_CF. 90CF056 3454
J_SE. SE91733 3422
J”SE. SE92809 3421
K_CM MP535C 3303
K_CD. EQTB11C 3303
CRFO1_AE_CONSENSUS 4123
CRFO1_AE_CF. 90CF402 4143
CRFO1_AE_TH, 93TH253 4094

CRFO1_AE_TH. CM240
CRF02_AG_CONSENSUS
CRF02_AG DJ. DJ263
CRF02_AG DJ. DJ264
CRF02_AG NG | BNG
CRFO3_AB_RU. KAL153
CRF04_cpx_CONSENSUS
CRF04_cpx_CY. 94CY032

CRFO4_cpx_GR 97PVIWY 4121
CRF04 cpx_GR 97PVCH 4124
AC IN"21301 3459
AC_RW 92RWD09 3439

AC_SE. ETSE9488

@
3
sswowes ap|dwo)d T-AIH

AD_SE. KESE7108

ADF_NO. NOGI L3 4117
ADU_CD, MAL 3682
AG NG 92NG003 3474
AGU_CD. Z321B 3321
AG)_AU. BFPOO 4135
AGI_M_. 95M.84 3350
AJUBW 98- 2117 3494
BF_BR 93BR029 3459
MO CM 97CANP645MD 3481
O CM ANT70 4162
O_CM MVP5180 4137
N_CM YBF30 - T CCT-A G -G A -A-Go-Pen OO T-mmmmmmmmnm C-T----- T Go-n-TAG--aiAme-- T Gaens N A-G-GG> 3701
STVCPZUS -G A --CCAG--GG A -Cl----A - AA- A ---- A AGAATAG - -T--TG - -G -T-G -~ Cr - - - - oA G-CTl-T--Gomr-Gommmmmmm e me e A-Go-nnnn- 4167
Sl VCPZGAB “AGA A --AG-TT-CCT-~-G -G - mmmmmmm - A-ATCA- G G -T-------- fe S TG----G-T----- S Commmmmmmm e A 4168
S| VCPZANT AG A A G-G--CT-AG--CAG------ AAC- GGOCG- - - G- - T- - - - - G---- | PR G--G-T-G---GTACG -~ -=-=mmmmmmmmmmn OCCC----GG-AG 3546
pl5 RNAse K TELOAI YL ALOQDSGLEVNI VTDSOYALG QA QPDOQSESETLVN Pol

€01

HIV-1/SIVcpz
Nucleotides




HIV-1/SIVcpz
Nucleotides

p66 RT end \/ Pol p31 Int =
B_FR. HXB2 4236 o
A_CONSENSUS 737 >
AKE. @317 3694
A_SE. UGSE8891 3425
A_SE. TZSE8538 3435
A_SE. UGSE6594 3420
A_SE. UGSE7535 3453
A_SE. SCSE7253 3440
A_SE. SE8131 3608
A_UG U455 3682
A_UG 92U037 3603
B_CONSENSUS 4330
B_AU. MBC200 4235
B_AU. MBC925 4247
B_CN RL42 3623
B